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Pituitary gland 


3.6 


Renal ca. TK-10 


23.0 


Rrain f fetal") 
Drain \Ldal) 


0. 1 




1 1 7 
11./ 


15 lain ^wnoiej 




l^lVcr \ \^\al) 




Brain (amygdala) 


6.7 


jLivcr ca. 

(hepatoblast) HepG2 


26.2 


orain ^cereueiium ) 


1 < 0 
1 J,Z 


Lung 


1 1 
1 


Brain (hippocampus) 


5.4 


Lung (fetal) 


11.0 


Brain (substantia nigra) 


9.0 


Lung ca. (small cell) 
LX-1 


12.9 


Brain (thalamus) 


4.2 


Lung ca. (small cell) 
NCI-H69 


9.9 


Cerebral Cortex 


2.0 


Lung ca. (s.cell var.) 
SHP-77 


67.8 


Spinal cord 


6.9 


Lung ca. (large 
cell)NCI-H460 


3.4 


glio/astro U87-MG 


28.5 


Lung ca. (non-sm. 
cell) A549 


45.1 


glio/astroU-118-MG 


46.7 


Lung ca. (non-s.cell) 
NCI-H23 


22.7 


astrocytoma SW1783 


40.6 


Lung ca. (non-s.cell) 
HOP-62 


25.7 


neuro*; met SK-N-AS 


27.2 


Lung ca. (non-s.cl) 
NCI-H522 


. 38.2 


astrocytoma SF-539 


29.7 


Lung ca. (squam.) 

CW OAA 


27.4 


astrocytoma SNB-75 


35.1 


Lung ca. (squam.) 


29.9 


glioma SNB-19 


15.6 . 


Mammary gland 


5.1 


glioma U251 


37.9 


Breast ca.* (pl.ef) 
MCF-7 


47.0 


glioma SF-295 


18.4 


Breast ca.* (pl.ef) 

MJuA-iVLt5-Z J 1 


22.7 


Heart (fetal) 


2.9 


orcasi ca. (pi.Gij 
T47D 


86.5 


Heart 


12.9 


Breast ca. BT-549 


15.9 


oKeieiai muscie ^ieiaij 


1 A 


ore as i ca. jyllja-in 


1 n a 


Skeletal muscle 


36.3 


Ovary 


2.9 


Bone marrow 


4.5 


Ovarian ca. OVCAR- 
3 


26.1 


Thymus 


14.3 


Ovarian ca. OVCAR- 
4 


16.3 


Spleen | 


8.7 


Ovarian ca. OVCAR- 
5 


83.5 


Lymph node 


11.8 


Ovarian ca. OVCAR- 
8 


9.3 
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Colorectal 


10.4 


Ovanan ca. IGROV- 
l 


12.0 


Stomach 


7.8 • 


Ovarian * foctfMfpcY 
UVaiidil ta. ^aoCllCaj 

SK-OV-3 


100.0 


Olllail Hi ICS III 1C 


* i 


TTtpnic 

\J LCI U£> 


4 Q 


Colon ca. SW480 


19.3 


Placenta 


1.3 


Colon ca.* 

j w ozu^o w hou inci j 


42.9 


Prostate 


3.9 


Colon ca. HT29 


9.9 


Prostate ca.* (bone 


78.5 


Colon ca.HCT-1 16 


26.2 


Testis 


9.7 


Colon ca. CaCo-2 


41.5 


Melanoma 


5.9 


Colon ca. 


6.3 


Melanoma* (met) ; 

rTcrtRftfrVt T 
rxoyjooyD), X 


14.2 


Colon ca. HCC-2998 j 


16.0 


Melanoma UACC-62 


14.0 


Gastnc ca.* (liver met) \ 
NCI-N87 


18.8 


Melanoma Ml 4 


5.7 


Bladder 


30.6 


Melanoma LOX 
IMVI 


8.8 


Trachea 


3.2 


Melanoma* (met) 
SK-MEL-5 


14.7 


Kidney 


9.6 


Adipose 


18.9 



Table LF. Panel 4D 



Tissue Name 


Rel. 

Exp.(%) 
Ag3023, 

Run 
164516146 


Rel. 

Exp.(%) 
Ag3373, 

Run 
165296617 


Tissue Name 


Rel. 

Exp.(%) 
Ag3023, 

Run 
164516146 


Rel. 
Exp.(%) 
Ag3373, 

Run 
165296617 


Secondary Thl act 


18.6 


17.9 


HUVEC IL-lbeta 


20.3 


18.6 


Secondary Th2 act 


24.3 


28.5 


HUVECIFN 
gamma 


25.3 j 


22.7 


Secondary Trl act 


22.8 


21.8 


HUVEC TNF 
alpha + IFN 
gamma 


16.3 


18.0 


Secondary Thl rest 


7.5 


6.8 


HUVEC TNF 
alpha + IL4 


18.2 


13.4 


Secondary Th2 rest 


11.6 


9.5 


HUVEC IL- 11 


13.7 


9.9 


Secondary Trl rest 


12.1 


10.7 


Lung 

Microvascular EC 
none 


25.7 


21.6 


Primary Thl act 


20.7 


16.5 


Lung 

Microvascular EC 


26.2 


18.3 
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TNFalpha + IL- 
lbeta 






Primary Th2 act 


20.2 


19.3 


Microvascular 
Dermal 'EC none 


27.5 


21.3 


Primary Trl act 


23.3 


27.7 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


20.7 


19.9 


Primary Thl rest 


51.1 


51.4 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


13.0 


16.3 


Primary Th2 rest 


26.2 


29.5 


Small airway 
epithelium none 


8.1 


8.5 


Primary Trl rest 


23.7 


26.1 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


50.3 


39.8 


CD45RACD4 
lymphocyte act 


14.6 


11.0 


Coronery artery 
SMC rest 


20.2 


18.9 


CD45RO CD4 
lymphocyte act 


25.2 


22.4 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


12.0 


9.8 


CD8 lymphocyte 
act 


20.4 


15.8 


Astrocytes rest 


10.4 


11.1 


Secondary CD8 
lymphocyte rest 


16.5 


19.9 


Astrocytes 

' 1 ' V 1 1 1 1*1 i TT 

TNFalpha + IL- 
lbeta 


11.7 


9.8 


Secondary CD8 
lymphocyte act 


13.2 


9.3 


KU-812 
(Basophil) rest 


47.6 


38.2 


CD4 lymphocyte 
none 


17.1 


11.6 


KU-812 

(Basophil) 

PMA/ionomycin 


94.0 


92.0 


2ry 

Thl/Th2/Trl anti- 
CD95CH11 


18.3 


16.6 


CCD1106 

(Keratinocytes) 

none 


19.9 


13.2 


LAK cells rest 


25.5 


16.0 


CCD1106 
(Keratinocytes) 
TNFalpha + IL- 

1 Koto 


6.0 


4.8 


LAK cells IL-2 


27.2 


22.5 


Liver cirrhosis 


3.1 


2.7 


LAK cells IL-2+IL- 
12 


27.2 


19.3 


Lupus kidney 


2.1 


1.7 


T A V TT 

LAK cells 1L- 

2+IFN gamma 


36.3 


34.4 


NCI-H292 none 


30.1 


18.9 


LAK cells IL-2+ 
IL-18 


35.1 


29.7 


NCI-H292 IL-4 


33.9 


34.6 
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LAK cells 
i^viA/ionomycin 


12.4 


11.0 


NCI-H292 IL-9 


40.1 


29.1 


NK Cells IL-2 rest 


20.0 


15.0 


NCI-H292 IL-13 


16.2 


14.2 


Two Way MLR 3 
day 


24.0 


16.7 


NCI-H292IFN 
gamma 


16.6 


18.4 


Two Way MLR 5 
day 


12.9 


10.1 


HPAEC none 


13.6 


13.5 


Two Way MLR 7 
day 


11.4 


9.5 


HPAEC TNF 
alpha + IL-1 beta 


25.3 


25.3 


PBMC rest 


13.7 


10.5 


Lung fibroblast 
none 


11.4 


14.2 


PBMC PWM 


69.3 


66.4 


Lung fibroblast 
TNF alpha + IL-1 
beta 


6.1 


7.2 


PBMC PHA-L 


22.8 


17.7 


Lung fibroblast 
IL-4 . 


28.5 


29.1 


Ramos (B cell) 
none 


24.1 


: 19.3 


Lung fibroblast 
IL-9 


23.0 


23.3 


Ramos (B cell) 
ionomycin 


100.0 


100.0 


Lung fibroblast 
IL-13 


20.6 


18.9 


B lymphocytes 
PWM 


71.7 


74.2 


Lung fibroblast 
IFN gamma 


39.0 


32.5 


B lymphocytes 
CD40L and IL-4 


29.1 


28.7 


Dermal fibroblast 
CCD1070 rest 


33.9 


31.0 


EOL-1 dbcAMP 


12.1 


10.5 


Dermal fibroblast 
CCD1070 TNF 
alpha 


76.8 


62.0 


EOL-1 dbcAMP 
PMA/ionomycin 


14.5 


10.9 


Dermal fibroblast 
CCD 1070 IL-1 
beta 


20.3 


13.9 


Dendritic cells 
none 


13.2 


14.8 


Dermal fibroblast 
IFN gamma 


14.2 


9.5 


Dendritic cells LPS 


11.7 


8.3 


Dermal fibroblast 

TT A 


26.4 


20.4 


jjcnunuc CcllS dJlli- 

CD40 


17.7 


12.7 


IBD Colitis 2 


2.6 


2.2 


Monocytes rest 


16.7 


17.6 


IBD Crohn's 


2.0 


1.9 


Monocytes LPS 


6.4 


5.0 


Colon 


11.9 


10.5 


Macrophages rest 


23.5 


22.8 


Lung 


13.3 


11.2 


Macrophages LPS 


9.9 


7.1 


Thymus 


14.4 


12.9 


HUVEC none 


20.6 


17.9 


Kidney 


27.5 


19.6 


HUVEC starved 


43.5 


38.4 









CNS_neurodegeneration_vLO Summary: Ag3023/Ag3373 This panel does not show 
differential expression of the CG58564-01 gene in Alzheimer's disease. However, this 
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expression profile confirms the presence of this gene in the brain. Please see Panel 1 .3D for 
discussion of utility of this gene in the central nervous system. 



General_screening_panel_vL4 Summary: Ag3373 Highest expression of the CG58564-01 
gene is seen in a prostate cancer cell line (CT=27). Overall, this gene is expressed at moderate 
levels in the cancer cell lines in this panel. A higher level of expression is observed in clusters 
of cell lines derived from prostate, brain, melanoma, colon, lung, breast and ovarian cancer 
when compared to expression in normal prostate, brain, colon, lung, breast and ovary. Thus, 
this gene could potentially be used as a diagnostic marker of cancer in these tissues. 
Furthermore, inhibition of the activity of this gene product using small molecule drugs may be 
effective in the treatment of cancer in these tissues. 

Among tissues with metabolic function, this gene product has moderate levels of 
expression in adipose, heart, skeletal muscle, adrenal, pituitary, thyroid and pancreas. Thus, 
this gene product may be a small molecule target for the treatment of endocrine and metabolic 
diseases, including obesity and Types 1 and 2 diabetes. 

In addition, this gene appears to be differentially expressed in fetal (CT value = 29) vs 
adult liver (CT value =33) and may be useful for differentiation between the two sources of 
this tissue. 

This gene is also expressed at moderate levels in all central nervous system samples 
present on this panel. Please see Panel 1.3D for discussion of utility of this gene in the central 
nervous system. 

Panel 1.3D Summary: Ag3023 The CG58564-01 gene is ubiquitously expressed among the 
samples on this panel, with highest expression in an ovarian cancer cell line (CT=28.8). 
Overall, the expression of this gene shows good agreement with panel 1.4. A higher level of 
expression is observed in prostate, brain, melanoma, colon, lung, pancreatic, breast and 
ovarian cancer cell lines than the normal prostate, brain, colon, lung, pancreas, breast and 
ovary. Thus, expression of this gene could be used as a diagnostic marker of cancer in these 
tissues. Furthermore, inhibition of the activity of this gene product using small molecule drugs 
may be effective in the treatment of cancer in these tissues. 

Among tissues with metabolic function, expression of this gene is widespread, as in the 
previous panel. Please see Panel 1 .4 for discussion of utility of this gene in metabolic disease. 

541 



WO 02/072757 PCT/US02/06908 

This gene represents a phosphatase that is also expressed at low to moderate levels 
across the CNS. Some phosphatases comprise a family of MAP kinase regulating enzymes, 
members of which are upregulated in brains subjected to insults such as ischemia and seizure 
activity. MAP kinases are kown to regulate neurotrophic and neurotoxic pathways. 
Consequently, agents that modulate the activity of this gene may have utility in attenuating the 
apoptotic and neurodegenerative processes following brain insults. 

References: 

1. Wiessner C. The dual specificity phosphatase PAC-1 is transcriptionally induced in 
the rat brain following transient forebrain ischemia. Brain Res Mol Brain Res 1995 
Feb;28(2):353-6 

2. Boschert U, Muda M, Camps M, Dickinson R, Arkinstall S. Induction of the dual 
specificity phosphatase PAC1 in rat brain following seizure activity. Neuroreport 1997 Sep 
29;8(14):3077-80 

Panel 4D Summary: Ag3023/Ag3373 The CG585864-01 gene is expressed at high to 
moderate levels in a wide range of cell types and tissues of significance in the immune 
response in health and disease. Highest expression of this gene is seen in ionomycin treated 
Ramos B cells (CT=26.83). Therefore, targeting of this gene product with a small molecule 
drug or antibody therapeutic may modulate the functions of cells of the immune system as 
well as resident tissue cells and lead to improvement of the symptoms of patients suffering 
from autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, and arthritis, including osteoarthritis and rheumatoid arthritis. 

M. CG58564-03: Dual specificity phosphatase 

Expression of gene CG58564-03 was assessed using the primer-probe sets Ag3023, 
Ag3373 and Ag5847, described in Tables MA, MB and MC. Results of the RTQ-PCR runs are 
shown in Tables MD, ME, MF, MG and MH. 

Table MA . Probe Name Ag3023 



Primers 


Sequences 


T A \ Start j SEQID 
Length [Position] NO: 


Forward 


5 ' -ctaatgctggatttgtccatca-3 1 j 


22 J 261 J 408 
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Probe 


lTET-5 • -tcaggaatatgaagccatctacctagca- 
|3 ' -TAMRA 


1 28 


230 


409 


Reverse 


|5 * -tggagtggtgacatcatctgta-3 ' 


! 22 


198 


410 


Table MB. Probe Name Ag3373 


Primers 


Sequences 


Length 


Start ; 
Position 


SEQ ID 
NO: 


Forward 


5 ' -atttgtccatcaacttcaggaa-3 ' 


22 


251 


411 


Probe 


TET-5 ' -tgaagccatctacctagcaaaattaaca- 
3 ' - TAMRA 


28 


221 ; 


412 


Reverse 


5 ' -tggagtggtgacatcatctgta-3 ' 


22 


198 


413 


Table MC. Probe Name Ae5847 


Primers 


Sequences 


Length 


Start 
Position; 


SEQ ID 
NO: 


Forward; 


5 ■ -cattccaaatgtttctgtagt-3 ' 


21 


335 ) 


414 


Probe 


TET-5' -ttcatagcagatgaatatgggcctaagaac- 
3' -TAMRA i 


30 


371 i 


415 


Reverse 


5 ' - ccacagtgcaaggaagac - 3 ' 


18 


457 ] 


416 



Table MP . CNS_nenrodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3023, Run 
209821074 


Rel. Exp.(%) 
Ag3373, Run 
210154071 : 


Tissue 
Name 


Rel. Exp.(%) 
Ag3023, Run 
209821074 


Rel. Exp.(%) 
Ag3373, Run 
210154071 


AD 1 Hippo 


10.9 


16.8 


Control 
(Path) 3 
Temporal 
Ctx 


9.1 


8.0 


AD 2 Hippo 


34.2 


37.6 ; 


Control 
(Path) 4 
Temporal 
Ctx 


40.6 


65.5 


AD 3 Hippo 


12.0 


15.8 


AD 1 

Occipital 

Ctx 


24.7 


29.1 


AD 4 Hippo 


13.8 


10.3 | 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 hippo 


60.7 


57.8 


AD 3 

Occipital 

Ctx 


14.7 


15.0 


AD 6 Hippo 


80.7 


72.2 i 


AD4 


35.4 


22.4 
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Occipital 
Ctx 






Control 2 
Hippo 


35.8 


38.4 j 


AD 5 

Occipital 

Ctx 


3.9 


30.4 


Control 4 
Hippo 


16.5 


11.7 


AD 6 

Occipital 

Ctx 


46.0 


37.4 


Control (Path) 
3 Hippo 


13.1 


15.4 


Control 1 i 

Occipital 

Ctx 


9.9 


10.7 


AD 1 Temporal 
Ctx 


39.0 


31.4 


Control 2 j 

Occipital 

Ctx 


39.0 


38.4 


AD 2 Temporal 
Ctx 


38.7 


73.2 


Control 3 
Occipital 
Ctx 


23.0 


20.6 


AD 3 Temporal 
Ctx 


9.5 


13.2 


Control 4 j 

Occipital 

Ctx 


13.3 


13.3 


AD 4 Temporal 
Ctx 


27.9 


34.9 | 


Control 
(Path) 1 
Occipital 

Ctx 1 


80.1 


76.3 


AD5Inf 
Temporal Ctx 


59.0 


100.0 


Control 
(Path) 2 
Occipital 

Ctx j 


17.3 


20.0 


AD 5 

SupTemporal 
Ctx 


33.2 


44.1 


Control 1 
(Path) 3 
Occipital 
Ctx 


8.4 


8.7 


AD6Inf 
Temporal Ctx 


100.0 


73.2 


Control 
(Path) 4 j 
Occipital 
Ctx 


21.2 


20.6 


AD 6 Sup 
Temporal Ctx 


79.6 


80.1 


Control 1 
Parietal Ctx 


12.1 


16.3 


Control 1 
Temporal Ctx 


10.2 


13.7 


Control 2 
Parietal Ctx 


48.0 


40.9 


Control 2 
Temporal Ctx i 


41.2 


31.9 ; 


Control 3 
Parietal Ctx 


17.9 


16.3 


Control 3 
Temporal Ctx 


20.3 


20.0 


Control 
(Path) 1 
Parietal Ctx 


74.7 


64.2 


Control 4 
Temporal Ctx 


9.7 


9.9 


Control 
(Path) 2 


28.9 


59.9 



544 



WO 02/072757 



PCT/US02/06908 









Parietal Ctx 






Control (Path) 
1 Temporal Ctx 


59.9 


68.3 


Control 
(Path) 3 
ranetai ctx 


10.2 


9.0 


Control (Path) 
2 Temporal Ctx 


40.3 


41.2 


Control 
(Path) 4 
Parietal Ctx : 


44.8 


43.8 



Table ME . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3373, 
Kun zi /u*wiiv 


Tissue Name 


Rel. Exp.(%) Ag3373, 

n lin inn^ino 
rvUD Zl /U4^Iiy 


Adipose 


12.0 


Renal ca. TK-10 


20.3 


Melanoma* 
riSOoo{/\;. 1 


30.8 


Bladder 


23.2 


Melanoma* 
Hs688(BYT 


69.3 


vjasmc ca. ^iiver mei.j 
NCI-N87 


25.3 


Melanoma* Ml 4 


15.0 


Gastric ca. KATO III 


30.8 


Melanoma* 
LOXIMVI 


26.6 


Colon ca. SW-948 


9.7 


Melanoma* oK- 
MEL-5 


21.5 


Colon ca. SW480 


35.1 


Squamous cell 
carcinoma SCC-4 


33.0 


1 _„ * SQW7 A OA 

Colon ca. (o W45U 
met) SW620 


13.9 


1 estis rool 


in o 

ly.o 


colon ca. rl I zy 


c < 

O.J 


Prostate ca.* (bone 1 
met) rC-i 


100.0 


Colon ca. HCT-116 


36.9 


Prostate Pool 


9.2 


Colon ca. CaCo-2 


42.9 


Placenta 


3.8 \ 


Colon cancer tissue 


9.0 


Uterus Pool 


7.4 


Colon ca.SWl 116 


5.8 


Ovarian ca. 

w V \^/vtvO 


28.5 


Colon ca. Colo-205 


4.3 


Ovarian ca. SK-OV- 
3 


40.3 


Colon ca. SW-48 


4.2 


Ovarian ca. 
OVCAR-4 


20.0 


Colon Pool 


20.7 


Ovarian ca. 
OVCAR-5 


35.1 


Small Intestine Pool 


12.2 


Ovarian ca. IGROV- 
1 


10.9 


Stomach Pool 


9.9 


Ovarian ca. 
OVCAR-8 


9.2 


Bone Marrow Pool 


11.6 


Ovary 


9.7 


Fetal Heart 


20.7 


Breast ca. MCF-7 


37.6 


Heart Pool 


10.6 


Breast ca. MDA- 


37.1 


Lymph Node Pool 


17.9 
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MB-231 








Breast ca BT 549 


62.4 


Fetal Skeletal Muscle 


12.3 


Breast ca. T47D 


61.1 \ 


Skeletal Muscle Pool 


16.0 


rJreast ca. JVLDA-iN 


1A A 

1U.U 


opieen rooi 


1 1 £ 

1 1 .0 


Breast Pool 


17.3 


Thymus Pool 


12.2 


Trachea 


12.0 


CNS cancer (glio/astro) 
U87-MG 


29.1 


Lung 


6.7 


CNS cancer (glio/astro) 
U-118-MG 


69.3 


Fetal Lung 


34.2 


CNS cancer 
(neuro;met) SK-N-AS 


34.9 


Lung ca.NCI-N417 j 


5.4 


CNS cancer (astro) SF- 
539 


19.1 


Lung ca. LX-1 


17.2 


CNS cancer (astro) 
SNB-75 


35.8 


Lungca.NCI-H146 


3.0 


CNS cancer (glio) 


11.3 


Lung ca. SHP-77 


18.6 


LJNo cancer (glio) or- 
295 


26.4 


Lung ca. A549 


29.1 


Brain (Amygdala) Pool 


4.5 


Lung ca. iNCi-ri^zo 


A A 
4.0 


Brain (cerebellum) 


C 1 


Lung ca. Nd-rizj 


31.0 


r>rain (ietaij 


1 1 1 

13.Z 


Lungca.NCI-H460 


18.2 


Brain (Hippocampus) 

rOOl 


5.3 


Lung ca. JrlUr-oz 


1 A 1 

14.1 


Cerebral Cortex rool 


C A 


Lung ca. NCI-H522 : 


31.6 


Brain (Substantia nigra) 
Pool 


4.8 


Liver 


1.2 


Brain (Thalamus^ Pool 


8.0 


Fetal Liver 


32.3 


Brain (whole^ 


6.2 


Liver ca HenG2 


14.6 


Sninal Cord Pool 


6.6 


TCidnev Pool 


22.1 


Adrenal Gland 


8.1 


Fetal Kidnev 

X w 1(11 i\lUllvjr j 


26.1 


Pituitarv eland Pool 


3.0 


Renal ca. 786-0 


28.7 


Salivary Gland 


4.7 


Renal ca. A498 


11.3 


Thyroid (female) 


4.4 


Renal ca. ACHN 


12.2 


Pancreatic ca. CAPAN2; 


17.3 


Renal ca.UO-31 


24.1 


Pancreas Pool 


17.1 



Table MF . General_screening_panel_vl.5 



Tissue Name 


Rel. Exp.(%) Ag5847, 
Run 247590257 


Tissue Name 


Rel. Exp.(%) Ag5847, 
Run 247590257 


Adipose 


0.1 


Renal ca. TK-10 


0.2 


Melanoma* 


0.1 


Bladder 


0.1 
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Melanoma* 


0.1 


Gastric ca. (liver met.) 


0.2 


Melanoma* Ml 4 


0.1 


Gastric ca. KATO III 


0.1 


Melanoma* 
LOXIMVI 


0.1 


Colon ca. SW-948 


0.1 


Melanoma* SK- 


0.1 


Colon ca. SW480 


0.2 


Squamous cell 

CoTC mUIIla OV_/V>"*t 


0.2 


Colon ca.* (SW480 


1.8 


1 CSL1S rOOl 


n i 

U. 1 


Pnlrm ra HT70 




rTosiaie Ca. ^DOne 
met) PC-3 


0.6 


Colon ca. HCT-116 


0.2 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


r Jacenia 


n n 
u.u 


v^oion cancer tissue 


n n 
u.u 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.2 


Colon ca. Colo-205 


0.0 


0 van an ca. SK-OV- 
3 


0.1 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.1 


Colon Pool 


0.1 


Ovarian ca. 
OVCAR-5 


0.2 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 

i 
i 


0.0 


Stomach Pool 


0.0 


^ Valla! 1 la. 

OVCAR-8 


0.1 


Bone Marrow Pool 


0.0 




V. 1 




n 1 

W. 1 






nCdTL rOOl 


u.u 


OlCdSl Cd. 1VLL/A- 

MB-231 


0.2 


Lymph Node Pool 


0.1 


Breast ca. BT 549 


0.2 


Fetal Skeletal Muscle 


0.1 


Breast ca. T47D 


0.2 


Skeletal Muscle Pool 


0.1 


RrMct ra MD A -NT 
DICdol Ld. lVll^/\-IN 


n i 


opictn X^OOi 




Breast Pool 


0.0 


Thymus Pool 


0.1 


Trachea 


0.1 


CNS cancer (glio/astro) 
U87-MG 


0.2 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.5 


Fetal Lung 


0.2 


CNS cancer 
(neuro.met) SK-N-AS 


0.2 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.1 
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Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.2 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 

CXTR 1 Q 


0.1 


Lung ca. SHP-77 j 


0.1 


/""XIC mnrpr folio"* 
V>IN o cancer ^gllU ) OJT 

295 


0.2 


Lung ca. A549 


0.2 


Brain (Amygdala) Pool 


0.0 


i^ung ca. iNV^i-riozo 


u.u 


r>rd in ^cercDciiumj 


u.u 


idling ca. iNV-zi-nzj 


O 1 
U. 1 


Did ID ^ICldiJ 


n i 

U. 1 


Lung ca. NCI-H460 


0.1 


Brain (Hippocampus) 

rOOJ 


0.0 


T iinrr r»o WOP 

Lung ca. nvjr-oz 


u.u 


ere oral i_/0nex rooi 


u.u 


Lung ca. NCI-H522 


0.1 


DTalll ^JUUalallUd mgld/ 

Pool 


0.0 


Liver 


0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.1 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.1 


Spinal Cord Pool 


0.0 


Kidney Pool 


0.1 


Adrenal Gland 


0.0 


Fetal Kidney 


0.1 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.2 


Salivary Gland 


100.0 


Renal ca. A498 


0.1 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.1 


Pancreatic ca. CAPAN2 


0.1 


Renal ca. UO-31 


0.1 


Pancreas Pool 


0.0 



Table MG. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag3023, 
Run 167966931 


Tissue Name 


Rel. Exp.(%) Ag3023, 
Run 167966931 


Liver adenocarcinoma ; 


51.1 


Kidney (fetal) 


26.2 


Pancreas 


6.1 


Renal ca. 786-0 


34.2 


Pancreatic ca. CAPAN \ 
2 


17.7 ; 


Renal ca. A498 


17.6 


Adrenal gland 


3.8 


Renal ca. RXF 393 


17.2 


Thyroid 


3.0 


Renal ca. ACHN 


13.5 


Salivary gland 


3.9 


Renal ca. UO-31 


0.0 


Pituitary gland 


3.6 


Renal ca. TK- 10 


23.0 


Brain (fetal) 


8.1 


Liver 


11.7 


Brain (whole) 


8.5 


Liver (fetal) 


8.0 


Brain (amygdala) 


6.7 ; 


Liver ca. 

(hepatoblast) HepG2 


26.2 


Brain (cerebellum) 


15.2 


Lung 


3.1 


Brain (hippocampus) 


5.4 


Lung (fetal) 


11.0 


Brain (substantia nigra) \ 


9.0 


Lung ca. (small cell) 


12.9 
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LX-1 




Brain (thalamus) 


4.2 


Lung ca. (small cell) 
NCI-H69 


9.9 


Cerebral Cortex 


2.0 


Lung ca. (s.cell var.) 
SHP-77 


67.8 


Spinal cord 


6.9 


Lung ca. (large 
cell)NCI-H460 


3.4 


Glio/astro U87-MG 


28.5 


Lung ca. (non-sm. 
cell) A549 


45.1 


Glio/astroU-118-MG \ 


46.7 


Lung ca. (non-s.cell) 
NCI-H23 


22.7 


astrocytoma SW1 783 \ 


40.6 


Lung ca. (non-s.cell) 
HOP-62 


25.7 


neuro*; met SK-N-AS 


27.2 


Lung ca. (non-s.cl) 
NCI-H522 


38.2 


astrocytoma SF-539 


29.7 


Lung ca. (squam.) 
aw yuu 


27.4 


astrocytoma SNB-75 


35.1 


Lung ca. (squam.) 
i>iv^i-n«>yo 


29.9 


glioma SNB-19 


15.6 


Mammary gland 


5.1 


glioma U251 


37.9 


Breast ca.* (pl.ef) 
MCF-7 


47.0 


glioma SF-295 


18.4 


Breast ca.* (pl.ef) 

JVUJA-IYLD-Z J 1 


22.7 


Heart (fetal) 


2.9 


oreast ca. (pi.eij 
T47D 


86.5 


Heart 


12.9 


Breast ca. BT-549 


15.9 


oKeieiai muscle ^ieiaij 


7 A 
J. <f 


oreast ca. jvlija-jn 




Skeletal muscle 


36.3 


Ovary 


2.9 


Bone marrow 


4.5 


Ovarian ca. OVCAR- 
3 


26.1 


Thymus 


14.3 


Ovarian ca. OVCAR- 
4 


16.3 


Spleen ! 


8.7 


Ovarian ca. OVCAR- 
5 


83.5 


Lymph node 


11.8 


Ovarian ca. OVCAR- 
8 


9.3 


Colorectal 


10.4 


Ovarian ca. IGROV- 
l 


12.0 


Stomach 


7.8 


Ovarian ca.* (ascites) 
SK-OV-3 


100.0 


Small intPQtinp 


5 1 




4 9 


Colon ca. SW480 


19.3 


Placenta 


1.3 


Colon ca.* 

SW620(SW480 met) • 


42.9 


Prostate 


3.9 
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Colon ca. HT29 


9.9 


Prostate ca.* (bone 
mei^ru-j 


78.5 


Colon ca.HCT-1 16 \ 


26.2 


Testis 


9.7 


Colon ca. CaCo-2 


41.5 


Melanoma 

XISOoo^/yJ. 1 


5.9 


Colon ca. 

llSSUc^vJJL/Vyj oOO ) 


6.3 


Melanoma* (met) 

XlSOooJlJJ. 1 


14.2 


Colon ca.HCC-2998 \ 


16.0 


Melanoma UACC-62 


14.0 


Gastric ca.* (liver met) 
NCI-N87 


18.8 


Melanoma Ml 4 


5.7 


Bladder 


30.6 


Melanoma LOX 

TMVT 

JULVl V X 


8.8 


Trachea 


3.2 


Melanoma* (met) 
SK-MEL-5 


14.7 


Kidney 


9.6 


Adipose 


18.9 



Table MH. Panel 4D 



Tissue Name 


Rel. 

Exp.(%) 
Ag3023, 

Run 
164516146 


Rel. 
Exp.(%) 
Ag3373, 

Run 
165296617 


Tissue Name 


Rel. 

Exp.(%) j 
Ag3023, 

Run 
164516146 


Rel. 
Exp.(%) 
Ag3373, 

Run 

165296617 


Secondary Thl act 


lo.O 


17(1 

1 l.y 


LJT TWC/""* TT 1kai« 

riU \c\y iL-lbeta 


m i 

Z\).5 


18. 0 


Secondary Th2 act 


24.3 


28.5 


HUVECTFN 
gamma 


25.3 


22.7 


Secondary Trl act 


22.8 


21.8 


HUVECTNF 
alpha + IFN 
gamma 


16.3 


18.0 


Secondary Thl rest 


7.5 


6.8 


HUVECTNF 
alpha + IL4 


18.2 


13.4 


Secondary Th2 rest 


11.6 


9.5 


HUVEC IL-11 


13.7 


9.9 


Secondary Trl rest 


12.1 


10.7 


Lung 

Microvascular EC 
none 


25.7 


21.6 


Primary Thl act 


20.7 


16.5 


Lung 

Microvascular EC 
TNFalpha + IL- 
lbeta 


26.2 


18.3 


Primary Th2 act 


20.2 


19.3 


Microvascular 
Dermal EC none 


27.5 


21.3 


Primary Trl act 


23.3 


27.7 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


20.7 


19.9 


Primary Thl rest 


51.1 


51.4 


Bronchial 


13.0 


16.3 
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epithelium 
TNFalpha + 
ILlbeta 






Primary Th2 rest 


26.2 


29.5 


Small ainvay 
epithelium none 


8.1 


8.5 


Primary Trl rest 


23.7 


26.1 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


50.3 


39.8 


CD45RA CD4 
lymphocyte act 


14.6 


11.0 


Coronery artery 
SMC rest 


20.2 


18.9 


CD45RO CD4 
lymphocyte act 


25.2 


22.4 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


12.0 


9.8 


CD8 lymphocyte 
act 


20.4 


15.8 


Astrocytes rest 


10.4 


11.1 


Secondary CD8 
lymphocyte rest 


16.5 


19.9 


Astrocytes 
TNFalpha + IL- 
lbeta 


11.7 


9.8 


Secondary CD8 
lymphocyte act 


13.2 


9.3 


KU-812 
(Basophil) rest 


47.6 


38.2 


CD4 lymphocyte 
none 


17.1 


11.6 


KU-812 

(Basophil) 

PMA/ionomycin 


94.0 


92.0 


2ry 

Thl/Th2/Trl anti- 
CD95 CH11 


18.3 


16.6 


CCD1106 

(Keratinocytes) 

none 


19.9 


13.2 


LAK cells rest 


25.5 


16.0 


CCD1106 
(Keratinocytes) 
TNFalpha + IL- 

1 k*»ta 
1 DC la 


6.0 


4.8 


LAK cells IL-2 


27.2 


22.5 


Liver cirrhosis 


3.1 


2.7 


LAK cells IL-2+IL- 
12 


27.2 


19.3 


Lupus kidney 


2.1 


1.7 


LAK cells IL- 
2+IFN gamma 


36.3 


34.4 


NCI-H292 none 


30.1 


18.9 


LAK cells IL-2+ 

TT-1R 


35.1 


29.7 


NCI-H292 IL-4 


33.9 


34.6 


LAK cells 

"lYiA/ionomycin 


12.4 


11.0 


NCI-H292 IL-9 


40.1 


29.1 


NK Cells IL-2 rest 


20.0 


15.0 


NCI-H292 IL-13 


16.2 


14.2 


Two Way MLR 3 

Uay 


24.0 


16.7 


NCI-H292 IFN 


16.6 j 


18.4 


Two Way MLR 5 
day 


12.9 


10.1 


HPAEC none 


13.6 


13.5 


Two Way MLR 7 


11.4 


9.5 


HPAECTNF 


25.3 


25.3 
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day 






alpha + IL-l beta 






PBMC rest 


13.7 


10.5 


Lung fibroblast 
none 


11.4 


14.2 


PBMC PWM 


69.3 


66.4 


Lung fibroblast 
TNF alpha + IL-1 
beta 


6.1 


7.2 


PBMC PHA-L 


22.8 


17.7 


Lung fibroblast 
IL-4 


28.5 


29.1 


Ramos (B cell) 
none 


24.1 


19.3 


Lung fibroblast 
IL-9 


23.0 


23.3 


Ramos (B cell) 
ionomycin 


100.0 


100.0 


Lung fibroblast 
IL-13 


20.6 


18.9 


B lymphocytes 
PWM 


71.7 


74.2 


Lung fibroblast 
IFN gamma 


39.0 


32.5 


B lymphocytes 
CD40L and IL-4 


29.1 


28.7 


Dermal fibroblast 
CCD 1070 rest 


33.9 


31.0 


EOL-1 dbcAMP 


12.1 


10.5 


Dermal fibroblast 
CCD 1070 TNF 
alpha 


76.8 


62.0 


EOL-1 dbcAMP 
PMA/ionomycin 


14.5 


10.9 


Dermal fibroblast 
CCD 1070 IL-1 
beta 


20.3 


13.9 


Dendritic cells 
none 


13.2 


14.8 


Dermal fibroblast 
IFN gamma 


14.2 


9.5 


Dendritic cells LPS 


11.7 


8.3 


Dermal fibroblast 

TT A 


26.4 


20.4 


uenunuc ceus anii- 
CD40 


17.7 


12.7 


IBD Colitis 2 


2.6 


2.2 


Monocytes rest 


16.7 


17.6 


IBD Crohn's 


2.0 


1.9 


Monocytes LPS 


6.4 


5.0 


Colon 


11.9 


10.5 


Macrophages rest 


23.5 


22.8 


Lung 


13.3 


11.2 


Macrophages LPS 


9.9 


7.1 


Thymus 


14.4 


12.9 


HUVEC none 


20.6 


17.9 


Kidney 


27.5 


19.6 


HUVEC starved 


43.5 


38.4 









CNS_neurodegeneration_vl.O Summary: Ag3023/Ag3373 This panel does not show 
differential expression of the CG56804-03 gene, a splice variant of CG56804-01, in 
Alzheimer's disease. However, this expression profile confirms the presence of this gene in the 
brain. Please see Panel 1.3D for discussion of utility of this gene in the central nervous system. 
. Ag5847 - This primer pair recognizes only the splice variant CG58564-03. Expression of this 
variant is low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 
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General_screening_panel_vl.4 Summary: Ag3373 Highest expression of the CG56804-03 
gene is seen in a prostate cancer cell line (CT=27). Overall, this gene is expressed at moderate 
levels in the cancer cell lines in this panel. A higher level of expression is observed in clusters 
of cell lines derived from prostate, brain, melanoma, colon, lung, breast and ovarian cancer 
when compared to expression in normal prostate, brain, colon, lung, breast and ovary. Thus, 
this gene could potentially be used as a diagnostic marker of cancer in these tissues. 
Furthermore, inhibition of the activity of this gene product using small molecule drugs may be 
effective in the treatment of cancer in these tissues. 

Among tissues with metabolic function, this gene product has moderate levels of 
expression in adipose, heart, skeletal muscle, adrenal, pituitary, thyroid and pancreas. Thus, 
this gene product may be a small molecule target for the treatment of endocrine and metabolic 
diseases, including obesity and Types 1 and 2 diabetes. 

In addition, this gene appears to be differentially expressed in fetal (CT value = 29) vs 
adult liver (CT value =33) and may be useful for differentiation between the two sources of 
this tissue. 

This gene is also expressed at moderate levels in all central nervous system samples 
present on this panel. Please see Panel 1.3D for discussion of utility of this gene in the central 
nervous system. 

General screening panel_vl«5 Summary: Ag5847 - This primer pair, specific to this splice 
variant, CG58564-03. Expression of this variant is highest in salivary gland (CT=28.6). 
Therefore, expression of this gene can be used to differentiate this sample from others on the 
panel. 

Panel 1.3D Summary: Ag3023 The CG56804-03 gene is ubiquitously expressed among the 
samples on this panel, with highest expression in an ovarian cancer cell line (CT=28.8). 
Overall, the expression of this gene shows good agreement with panel 1 .4. A higher level of 
expression is observed in prostate, brain, melanoma, colon, lung, pancreatic, breast and 
ovarian cancer cell lines than the normal prostate, brain, colon, lung, pancreas, breast and 
ovary. Thus, expression of this gene could be used as a diagnostic marker of cancer in these 
tissues. Furthermore, inhibition of the activity of this gene product using small molecule drugs 
may be effective in the treatment of cancer in these tissues. 
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Among tissues with metabolic function, expression of this gene is widespread, as in the 
previous panel. Please see Panel 1.4 for discussion of utility of this gene in metabolic disease. 



This gene represents a dual specificity phosphatase that is also expressed at low to 
moderate levels across the CNS. Dual-specificity phosphatases comprise a family of MAP 
kinase regulating enzymes, members of which are upregulated in brains subjected to insults 
such as ischemia and seizure activity. MAP kinases are kown to regulate neurotrophic and 
neurotoxic pathways. Consequently, agents that modulate the activity of this gene may have 
utility in attenuating the apoptotic and neurodegenerative processes following brain insults. 

Panel 4.1D Summary: Ag5847 - This primer pair recognizes a splice variant of CG585 V 64- 
03. Expression of this variant is low/undetectable (CTs > 35) across all of the samples on this 
panel (data not shown). 

Panel 4D Summary: Ag3023/Ag3373 The CG56804-03 gene is expressed at high to 
moderate levels in a wide range of cell types and tissues of significance in the immune 
response in health and disease. Highest expression of this gene is seen in ionomycin treated 
Ramos B cells (CT=26.83). Therefore, targeting of this gene product with a small molecule 
drug or antibody therapeutic may modulate the functions of cells of the immune system as 
well as resident tissue cells and lead to improvement of the symptoms of patients suffering 
from autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, and arthritis, including osteoarthritis and rheumatoid arthritis. 

N. CG58564-04: Dual specificity phosphatase 

Expression of gene CG58564-04, a splice variant of CG58564-01, was assessed using 
the primer-probe sets Ag3023, Ag3373 and Ag5844, described in Tables NA, NB and NC. 
Results of the RTQ-PCR runs are shown in Tables ND, NE, NF and NG. 

Table NA . Probe Name Ag3023 



Primers 


Sequences 


T 4 . 1 Start 
Length ^ 

to j Position 


SEQ ID 
NO: 


Forward 


5 ' -ctaatgctggatttgtccatca-3 * 


22 j 190 


417 
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Probe 


TET-5 1 -tcaggaatatgaagccatctacctagca- 
3 • -TAMRA 


28 


159 


418 


Reverse 


5 1 -tggagtggtgacatcatctgta-3 ' 


22 


127 


419 


Table NB. Probe Name Ag3373 


Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 • -atttgtccatcaacttcaggaa-3 ' 


22 


180 


420 


Probe 


TET-5 ' -tgaagccatctacctagcaaaattaaca- 
3 ' -TAMRA 


28 : 


150 


421 


Reverse 


5 ' -tggagtggtgacatcatctgta-3 ' 


22 | 


127 


422 



Table NC . Probe Name Ag5844 



Primers 


Sequences 


jLength 


Start 1 
Position] 


SEQ ID 
NO: 


Forward 


5 1 -ccttagtctaaataactgctg-3 ' 


21 


377 ] 


423 


Probe 


TET-5 * -agtttgcttcaatattttgtcgtatgcata-3 ' - 
TAMRA 


1 30 


415 j 


424 


Reverse 


5 ' -aggagtggacctaccctat-3 * 


1 19 


552 j 


425 



Table ND . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3023, Run 
209821074 


Rel. Exp.(%) 
Ag3373, Run ] 
210154071 


Tissue 
Name 


Rel. Exp.(%) 
Ag3023, Run 
209821074 


Rel. Exp.(%) 
Ag3373, Run 
210154071 


AD 1 Hippo 


10.9 


16.8 


Control 
(Path) 3 
Temporal 
Ctx 


9.1 


8.0 


AD 2 Hippo 


34.2 


37.6 j 


Control 
(Path) 4 
Temporal 
Ctx 


40.6 


65.5 


AD 3 Hippo 


12.0 


15.8 


AD 1 

Occipital 

Ctx 


24.7 


29.1 


AD 4 Hippo 


13.8 


10.3 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 hippo 


60.7 


57.8 


AD 3 

Occipital 

Ctx 


14.7 


15.0 


AD 6 Hippo 


80.7 


72.2 


AD 4 


35.4 


22.4 
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Occipital 
Ctx 






Control 2 
Hippo 


35.8 


38.4 ! 


AD 5 

Occipital 

Ctx 


3.9 


30.4 


Control 4 
Hippo 


16.5 


11.7 j 


AD 6 

Occipital 

Ctx 


46.0 


37.4 


Control (Path) 
3 Hippo 


13.1 


15.4 


Control 1 
Occipital 
Ctx 


9.9 


10.7 


AD 1 Temporal 
Ctx 


39.0 


31.4 


Control 2 j 

Occipital 

Ctx 


39.0 


38.4 


AD 2 Temporal 
Ctx 


38.7 


73.2 


Control 3 
Occipital 
Ctx 


23.0 


20.6 


AD 3 Temporal 
Ctx 


9.5 


13.2 


Control 4 
Occipital 
Ctx 


13.3 


13.3 


AD 4 Temporal 
Ctx 


27.9 


34.9 


Control 
(Path) 1 
Occipital 
Ctx \ 


80.1 


76.3 


AD5Inf 
Temporal Ctx 


59.0 


100.0 


Control 
(Path) 2 
Occipital 
Ctx 


17.3 


20.0 


AD 5 

SupTemporal 
Ctx 


33.2 


44.1 


Control 
(Path) 3 
Occipital 
Ctx 


8.4 


8.7 


AD6Inf 
Temporal Ctx 


100.0 


73.2 


Control 
(Path) 4 ! 
Occipital 
Ctx 


21.2 


20.6 


AD 6 Sup 
Temporal Ctx 


79.6 


80.1 \ 


Control 1 
Parietal Ctx 


12.1 


16.3 


Control 1 
Temporal Ctx 


10.2 


13.7 


Control 2 
Parietal Ctx 


48.0 


40.9 


Control 2 
Temporal Ctx 


41.2 


31.9 


Control 3 j 
Parietal Ctx 


17.9 


16.3 


Control 3 
Temporal Ctx 


20.3 


20.0 


Control 
(Path) 1 
Parietal Ctx ■ 


74.7 


64.2 


Control 4 
Temporal Ctx 


9.7 


9.9 


Control 
(Path) 2 


28.9 


59.9 
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Parietal Ctx j 






Control (Path) 
1 Temporal Ctx 


59.9 


68.3 


Control 
(Path) 3 
Parietal Ctx 


10.2 


9.0 


Control (Path) 
2 Temporal Ctx | 


40.3 


41.2 


Control i 
(Path) 4 
Parietal Ctx 


44.8 


43.8 



Table NE. General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3373, 
Run 217043119 


Tissue Name 


Rel. Exp.(%) Ag3373, 
Run 217043119 


Adipose 


12.0 


Renal ca. TK-10 


20.3 


Melanoma* 
Hs688(A).T 


30.8 


Bladder 


23.2 


Melanoma* 


69.3 j 


Gastric ca. (liver met.) 
NCI-N87 


25.3 


Melanoma* Ml 4 


15.0 


Gastric ca. KATO III 


30.8 


Melanoma* 
LOXIMVI 


26.6 


Colon ca. SW-948 


9.7 


Melanoma* SK- 
MEL-5 j 


21.5 


Colon ca. SW480 


35.1 


Squamous cell 
carcinoma SCC-4 \ 


33.0 


Colon ca.* (SW480 
met) SW620 


13.9 


Testis Pool 


19.8 


Colon ca. HT29 


8.5 


Prostate ca.* (bone 
met) PC-3 


100.0 


Colon ca.HCT- 116 


36.9 


Prostate Pool 


9.2 


Colon ca. CaCo-2 


42.9 


Placenta 


3.8 


Colon cancer tissue 


9.0 


Uterus Pool 


7.4 


Colon ca.SWl 116 


5.8 


Ovarian ca. 
UVCAR-3 


28.5 


Colon ca. Colo-205 


4.3 


Ovarian ca. SK-OV- j 

3 i 


40.3 


Colon ca. SW-48 


4.2 


Ovarian ca. \ 
OVCAR-4 


20.0 


Colon Pool 


20.7 


Ovarian ca. 
OVCAR-5 


35.1 


Small Intestine Pool 


12.2 


Ovarian ca. IGROV- 
1 


10.9 


Stomach Pool 


9.9 


Ovarian ca. 
OVCAR-8 


9.2 


Bone Marrow Pool 


ll.6 


Ovary 


9.7 


Fetal Heart 


20.7 


Breast ca. MCF-7 


37.6 


Heart Pool 


10.6 


Breast ca. MDA- | 


37.1 


Lymph Node Pool 


17.9 
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MB-231 

|rtrir „ j 








Breast ca. BT 549 


62.4 


Fetal Skeletal Muscle 


12.3 


Breast ca. T47D 


61.1 


Skeletal Muscle Pool 


16.0 


ore as i ca. ivll//\-in 


inn 


opiccii ruoi 


1 1 Sj 


Breast Pool 


17.3 


Thymus Pool 


12.2 


Trachea 


12.0 


CNS cancer (gho/astro) 
U87-MG 


29.1 


Lung 


6.7 


CNS cancer (gho/astro) 
U-118-MG 


69.3 


Fetal Lung 


34.2 


CNS cancer 
(neuro;met) SK-N-AS 


34.9 


Lungca.NCI-N417 


5.4. 


CNS cancer (astro) SF- 
539 


19.1 


Lung ca. LX-1 \ 


17.2 


CNS cancer (astro) 
SNB-75 


35.8 


Lung ca. NCI-H146 


3.0 


CNS cancer (glio) 


11.3 


Lung ca. SHP-77 


18.6 


i^rNo cancer ^gno^ or- 
295 


26.4 


Lung ca. A549 


29.1 


Brain (Amygdala) Pool 


4.5 


Lung ca. iNui-rijzo 


A & 


Brain (cerebellum) 


0 1 

o.l 


T unci MPT tTOl i 


jI.O 


r>rain ^ieiaij 


1 J.Z 


Lung ca. NCI-H460 


18.2 


Brain (Hippocampus) 

rOOi 


5.3 


idling ca. rivjr-oz 


1 A 1 
14.1 


v^ereorai L/Onex 1^001 




Lung ca. NCI-H522 


31.6 


Brain (Substantia nigra) 
Pool 


4.8 


Liver 


1.2 


Brain (Thalamus) Pool 


8.0 


Fetal Liver 


32.3 


Brain (whole) 


6.2 


Liver ca. HepG2 


14.6 


Spinal Cord Pool 


6.6 


Kidney Pool 


22.1 


Adrenal Gland 


8.1 


Fetal Kidney 


26.1 


Pituitary gland Pool 


3.0 


Renal ca. 786-0 i 


28.7 


Salivary Gland 


4.7 


Renal ca. A498 


11.3 


Thyroid (female) 


4.4 


Renal ca. ACHN 


12.2 


Pancreatic ca. CAPAN2 


17.3 


Renal ca. UO-31 


24.1 


Pancreas Pool 


17.1 



Table NF. Panel 1.3D 



Tissue Name i ReL Exp>(%) Ag3023 ' 
1 issue mme | Run 167966931 


Tissue Name 


Rel. Exp.(%) Ag3023, 
Run 167966931 


Liver adenocarcinoma j 51.1 


Kidney (fetal) 


26.2 


Pancreas j 6.1 


Renal ca. 786-0 


34.2 
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2 


17.7 • 


Renal ca. A498 


17.6 


Adrenal gland 


3.8 


Renal ca. RXF 393 


17.2 


Thyroid 


3.0 


Renal ca. ACHN 


13.5 


Salivary gland 


3.9 


Renal ca.UO-31 


0.0 


Pituitary gland 


3.6 


Renal ca.TK- 10 


23.0 


Drain {foinW 


R 1 

0. 1 


1^1 V CI 


117 
11./ 


cram ^wnoiej 


0,3 


T 117A1" (\&toX\ 

J-flVCi \yC\o\) 




Brain (amygdala) 


6.7 : 


T It/Of" /"» o 

ijiver ca. 

(hepatoblast) HepG2 


26.2 


Drain ^ccrcuciiuiTi^ 


1 s 0 

YJ.L 


T lino 

-Lung 


^ i 


Brain (hippocampus) 


5.4 


Lung (fetal) 


11.0 


Brain (substantia nigra) j 


9.0 


Lung ca. (small cell) 
LX-1 


12.9 


Brain (thalamus) \ 


4.2 


Lung ca. (small cell) 
NCI-H69 


9.9 


Cerebral Cortex 


2.0 


Lung ca. (s.cell var.) 
SHP-77 


67.8 


Spinal cord 


6.9 


Lung ca. (large 
cell)NCI-H460 


3.4 


Glio/astro U87-MG 


28.5 


Lung ca. (non-sm. 
cell) A549 


45.1 


Glio/astroU-118-MG | 


46.7 


Lung ca. (non-s.cell) 
NCI-H23 


22.7 


astrocytoma SW1 783 


40.6 


Lung ca. (non-s.cell) 
HOP-62 


25.7 


neuro*; met SK-N-AS 


27.2 


Lung ca. (non-s.cl) 
NCI-H522 


38.2 


astrocytoma SF-539 


29.7 


Lung ca. (squam.) 

o vv yyjyJ 


27.4 


astrocytoma SNB-75 


35.1 ! 


Lung ca. (squam.) 

MPT U^QA 


29.9 


glioma SNB-19 


15.6 


Mammary gland 


5.1 


glioma U251 \ 


37.9 


Breast ca.* (pl.ef) 
MCF-7 


47.0 


glioma SF-295 


18.4 


Breast ca.* (pl.ef) 

AAT\ A \AT* 971 
1V1 17 /\ - IViO -Zj 1 


22.7 


Heart (fetal) 


2.9 


DlCoM Lo. ^JJI.CIJ 

T47D 


86.5 


Heart 


12.9 


Breast ca. BT-549 


15.9 




1 4 




10 4 


Skeletal muscle 


36.3 


Ovary 


2.9 


Bone marrow 


4.5 


Ovarian ca. OVCAR- 
3 


26.1 
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Thymus 


14.3 


Ovarian ca. OVCAR- 
4 


16.3 


Spleen 


8.7 


Ovanan ca. OVCAR- 
5 


83.5 


Lymph node 


11.8 


Ovanan ca. OVCAR- 
8 


9.3 


Colorectal j 


10.4 


Ovanan ca. IGROV- 

i 
i 


12.0 


Stomach 


7.8 


Ovarian * ^flQpitPQY 

SK-OV-3 


100.0 


Small intestine 


^ 1 


1 14" art i c 

uierus 


A 0 


Colon ca. SW480 


19.3 


Placenta 


1.3 


Colon ca.* 


42.9 


Prostate 


3.9 


Colon ca. HT29 


9.9 


Prostate ca.* (bone 


78.5 


Colon ca.HCT-1 16 


26.2 


Testis 


9.7 


Colon ca. CaCo-2 


41.5 


Melanoma 


5.9 


Colon ca. 

USSUc^UU KjJ OOU ) 


6.3 


Melanoma* (met) 


14.2 


Colon ca. HCC-2998 


16.0 


Melanoma UACC-62 


14.0 


Gastric ca.* (liver met) 
NCI-N87 


18.8 


Melanoma Ml 4 


5.7 


Bladder 


30.6 


Melanoma LOX 
IMVI 


8.8 


Trachea 


3.2 


Melanoma* (met) 
SK-MEL-5 


14.7 


Kidney 


9.6 


Adipose 


18.9 



Table NG. Panel 4D 



Tissue Name 


Rel. 
Exp.(%) 
Ag3023, 

Run 
164516146 


Rel. 

Exp.(%) 
Ag3373, 

Run 
165296617 


Tissue Name 


Rel. 

Exp.(%) 
Ag3023, 

Run 
164516146 


Rel. 

Exp.(%) 
Ag3373, 

Run 
165296617 


Secondary Thl act 


18.6 


17.9 


HUVEC IL-lbeta 


20.3 


18.6 


Secondary Th2 act j 


24.3 


28.5 


HUVEC IFN 
gamma 


25.3 


22.7 


Secondary Trl act 


22.8 


21.8 


HUVEC TNF 
alpha + IFN 
gamma 


16.3 i 


18.0 


Secondary Thl rest 


7.5 


6.8 


HUVEC TNF 
alpha + IL4 


18,2 


13.4 
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Secondary Th2 rest 


11.6 


9.5 


HUVECIL-11 


13.7 


9.9 


Secondary Trl rest 


12.1 


10.7 


Lung 

Microvascular EC 
none 


25.7 


21.6 


Primary Thl act 


20.7 


16.5 


Lung 

Microvascular EC 
TNFalpha + IL- 
lbeta 


26.2 


18.3 


Primary Th2 act 


20.2 


19.3 


Microvascular 
Dermal EC none 


. 27.5 


21.3 


Primary Trl act 


23.3 


27.7 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


20.7 


19.9 


Primary Thl rest 


51.1 


51.4 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


13.0 


16.3 


Primary Th2 rest 


26.2 


29.5 


Small airway 
epithelium none 


8.1 


8.5 


Primary Trl rest 


23.7 


26.1 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


50.3 


39.8 


CD45RA CD4 
lymphocyte act 


14.6 


11.0 


Coronery artery 
SMC rest 


20.2 


18.9 


CD45RO CD4 
lymphocyte act 


25.2 


22.4 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


12.0 


9.8 


CD8 lymphocyte 
act 


20.4 


15.8 


Astrocytes rest 


10.4 


11.1 


Secondary CD8 
lymphocyte rest 


16.5 


19.9 


Astrocytes 
TNFalpha + IL- 
lbeta 


11.7 


9.8 


Secondary CD8 
lymphocyte act 


13.2 


9.3 


KU-812 
(Basophil) rest 


47.6 


38.2 


CD4 lymphocyte 
none 


17.1 


11.6 


KU-812 

(Basophil) 

PMA/ionomycin 


94.0 


92.0 


2ry 

Thl/Th2/Trl anti- 
CD95 CHI 1 


18.3 


16.6 


CCD1106 

(Keratinocytes) 

none 


19.9 


13.2 


LAK cells rest 


25.5 


16.0 


CCD 11 06 
(Keratinocytes) 
TNFalpha + IL- 
lbeta 


6.0 


4.8 


LAK cells IL-2 


27.2 


22.5 


Liver cirrhosis 


3.1 


2.7 
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LAK cells IL-2+IL- 
12 


27.2 


19.3 


Lupus kidney 


2.1 


1.7 


LAK cells IL- 
2+DFN gamma 


36.3 


34.4 


NCI-H292 none 


30.1 


18.9 


LAK cells IL-2+ 

TT 1 O 

IL-1 8 


35.1 


29.7 


NCI-H292 IL-4 


33.9 


34.6 


LAK cells 
PMA/ionomycin ] 


12.4 


11.0 


NCI-H292IL-9 


40.1 


29.1 


NK Cells IL-2 rest 


20.0 


15.0 


NCI-H292 IL-13 


16.2 


14.2 


Two Way MLR 3 j 
day 


24.0 


16.7 


NCI-H292 IFN 
gamma 


16.6 


18.4 


Two Way MLR 5 
day 


12.9 


10.1 


HPAEC none 


13.6 


13.5 


Two Way MLR 7 j 
day j 


11.4 


9.5 


HPAECTNF 
alpha + IL-1 beta 


25.3 


25.3 


PBMC rest 


13.7 


10.5 


Lung fibroblast 
none 


11.4 


14.2 


PBMC PWM 


69.3 


66.4 


Lung fibroblast 
TNF alpha + IL-1 
beta 


6.1 


7.2 


PBMC PHA-L 


22.8 


17.7 


Lung fibroblast 
IL-4 


28.5 


29.1 


Ramos (B cell) 
none 


24.1 


19.3 


Lung fibroblast 
IL-9 


23.0 


23.3 


Ramos (B cell) 
ionomycin 


100.0 


100.0 


Lung fibroblast 
IL-13 


20.6 


18.9 


B lymphocytes 
PWM 


71.7 


74.2 


Lung fibroblast 
IFN gamma 


39.0 


32.5 


B lymphocytes 
CD40L and IL-4 


29.1 


28.7 


Dermal fibroblast 
CCD 1070 rest 


33.9 


31.0 


EOL-l dbcAMP 


12.1 


10.5 


Dermal fibroblast 
CCD 1070 TNF 
alpha 


76.8 


62.0 


EOL-l dbcAMP 
PMA/ionomycin 


14.5 


10.9 


Dermal fibroblast 
CCD 1070 IL-1 
beta 


20.3 


13.9 


Dendritic cells 
none 


13.2 


14.8 


Dermal fibroblast 
IFN gamma 


14.2 


9.5 


Dendritic cells LPS 


11.7 


8.3 


Dermal fibroblast 

TT A 

IL-4 


26.4 


20.4 


Dendritic cells anti- 
CD40 


17.7 


12.7 


IBD Colitis 2 


2.6 


2.2 


Monocytes rest 


16.7 


17.6 


IBD Crohn's 


2.0 


1.9 


Monocytes LPS 


6.4 


5.0 


Colon 


11.9 


10.5 


Macrophages rest 


23.5 


22.8 


Lung 


13.3 


11.2 
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Macrophages LPS \ 


9.9 


7.1 


Thymus 


14.4 


12.9 


HUVEC none 


20.6 


17.9 


Kidney 


27.5 


19.6 


HUVEC starved 


43.5 


38.4 







CNS_neurodegeneration_vl.O Summary: Ag3023/Ag3373 This panel does not show 
differential expression of the CG56804-04 gene in Alzheimer's disease. However, this 
expression profile confirms the presence of this gene in the brain. Please see Panel 1 .3D for 
discussion of utility of this gene in the central nervous system. Ag5847 - This primer pair 
recognizes a splice variant of CG58564-01 designated CG58564-04. Expression of this variant 
is low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

General_screening_panel_vl.4 Summary: Ag3373 Highest expression of the CG56804-04 
gene is seen in a prostate cancer cell line (CI=27). Overall, this gene is expressed at moderate 
levels in the cancer cell lines in this panel. A higher level of expression is observed in clusters 
of cell lines derived from prostate, brain, melanoma, colon, lung, breast and ovarian cancer 
when compared to expression in normal prostate, brain, colon, lung, breast and ovary. Thus, 
this gene could potentially be used as a diagnostic marker of cancer in these tissues. 
Furthermore, inhibition of the activity of this gene product using small molecule drugs may be 
effective in the treatment of cancer in these tissues. 

Among tissues with metabolic function, this gene product has moderate levels of 
expression in adipose, heart, skeletal muscle, adrenal, pituitary, thyroid and pancreas. Thus, 
this gene product may be a small molecule target for the treatment of endocrine and metabolic 
diseases, including obesity and Types 1 and 2 diabetes. 

In addition, this gene appears to be differentially expressed in fetal (CT value = 29) vs 
adult liver (CT value =33) and may be useful for differentiation between the two sources of 
this tissue. 

This gene is also expressed at moderate levels in all central nervous system samples 
present on this panel. Please see Panel 1.3D for discussion of utility of this gene in the central 
nervous system. 

General_screening_panel_vl.5 Summary: Ag5844 - This primer pair recognizes a splice 
variant of CG58564-01. Expression of this variant is low/undetectable (CTs > 35) across all of 
the samples on this panel (data not shown). 
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Panel 1.3D Summary: Ag3023 The CG568Q4-04 gene is ubiquitously expressed among the 
samples on this panel, with highest expression in an ovarian cancer cell line (CT=28.8). 
Overall, the expression of this gene shows good agreement with panel 1.4. A higher level of 
expression is observed in prostate, brain, melanoma, colon, lung, pancreatic, breast and 
ovarian cancer cell lines than the normal prostate, brain, colon, lung, pancreas, breast and 
ovary. Thus, expression of this gene could be used as a diagnostic marker of cancer in these 
tissues. Furthermore, inhibition of the activity of this gene product using small molecule drugs 
may be effective in the treatment of cancer in these tissues. 

Among tissues with metabolic function, expression of this gene is widespread, as in the 
previous panel. Please see Panel 1.4 for discussion of utility of this gene in metabolic disease. 

This gene represents a dual specificity phosphatase that is also expressed at low to 
moderate levels across the CNS. Dual-specificity phosphatases comprise a family of MAP 
kinase regulating enzymes, members of which are upregulated in brains subjected to insults 
such as ischemia and seizure activity. MAP kinases are known to regulate neurotrophic and 
neurotoxic pathways. Consequently, agents that modulate the activity of this gene may have 
utility in attenuating the apoptotic and neurodegenerative processes following brain insults. 

Panel 4.1D Summary: Ag5844 - This primer pair recognizes a splice variant of CG58564- 
01. Expression of this variant is low/undetectable (CTs > 35) across all of the samples on this 
panel (data not shown). 

Panel 4D Summary: Ag3023/Ag3373 The CG56804-04 gene is expressed at high to 
moderate levels in a wide range of cell types- and tissues of significance in the immune 
response in health and disease. Highest expression of this gene is seen in ionomycin treated 
Ramos B cells (CT=26.83). Therefore, targeting of ghis gene product with a small molecule 
drug or antibody therapeutic may modulate the functions of cells of the immune system as 
well as resident tissue cells and lead to improvement of the symptoms of patients suffering 
from autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, and arthritis, including osteoarthritis and rheumatoid arthritis. 

O. CG57819-01: RPGR-INTERACTING PROTEIN-1 

Expression of gene CG57819-01 was assessed using the primer-probe set Ag3338, 
described in Table OA. Results of the RTQ-PCR runs are shown in Tables OB and OC. 
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Table OA . Probe Name Ag3338 



Primers 


Sequences 


jLengthj 


Start 
Position 


jSEQ ID 
1 NO: 


Forward 


5 ' -cccattcagcactgaaacag-3 ' 


I 20 j 


3021 


j 426 


Probe 


TET-5 ' -tcctgtaaatgacaaagaatcctctgaaca-3 ' - 
TAMRA 


1 30 ! 


3055 


j 4 27 


Reverse 


5 ' -tgcttcactgacttcagaacct-3 ' 


1 22 I 


3085 


| 428 



Table OB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3338, 
Run 215773746 


Tissue Name 


Rel. Exp.(%) Ag3338, 
Run 215773746 


Adipose 


1.1 


Renal ca. TK-10 


0.8 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


1.1 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M 14 


0.0 


Gastric ca. KATO m 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 1 
MEL-5 


0.2 | 


Colon ca. SW480 


0.4 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca* (SW480 
met) SW620 


0.0 


Testis Pool 


100.0 


Colon ca. HT29 


0.5 


Prostate ca.* (bone I 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.2 


Prostate Pool 


1.0 


Colon ca. CaCo-2 


1.0 


Placenta 


0.0 


Colon cancer tissue 


0.9 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.2 


Ovarian ca. 
OVCAR-3 


0.9 


Colon ca. Colo-205 


0.2 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


1.2 


Colon Pool 


0.5 


Ovarian ca. 
OVCAR-5 


3.5 


Small Intestine Pool 


0.3 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.2 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.9 


Fetal Heart 


0.8 
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rsreasi ca. ivu^r - / 


1 Q 
i ,y 


ncdxi ruui 


i i 
i . i 


MB-231 


1.2 


Lymph Node Pool 


1.4 


Breast ca. BT 549 


0.2 


Fetal Skeletal Muscle 


0.2 


Breast ca. T47D 


6.7 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


n n 
u.u 


opieen rooi 


1 A 


Breast Pool 


0.5 


Thymus Pool 


0.0 


Trachea 


0.9 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.2 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.4 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-1 


0.8 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-H146 


0.5 


CNS cancer (glio) 

CVTR.1 Q 


0.0 


Lung ca. SHP-77 


0.1 


PMC ^onopr fcr1iiV\ QT7 

V-ziNo cdncer \jg\io) or- 
295 


0.2 


Lung ca. A549 


1.5 


Brain (Amygdala) Pool 


0.7 


T nnn nn MPT 14^0^ j 

i^ung ca. iNV^i-riJZO ? 


fi fi 


Drain ^cereoeiiumj 


fi £ 


T utirr NIPT T40^ 
LAulg Ca. rNl^l-rlZj 




Drain ^ieiaij 


fi Q 


Lung ca. NCI-H460 


0.0 


Brain (Hippocampus) 

rXJOl 


0.7 


lwUng ca. rivJr-oz 




i^ereorai uonex .rooi 


fi 9 


Lungca.NCI-H522 


0.0 


Dram ^oUDStantia nigra) 
Pool 


0.7 


Liver 


0.4 


Brain (Thalamus) Pool 


1.3 


Fetal Liver 


0.5 


Brain (whole) 


0.0 


Liver ca. HepG2 | 


0.2 


Spinal Cord Pool 


0.9 


Kidney Pool 


0.9 


Adrenal Gland 


0.0 


Fetal Kidney 


0.6 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


3.4 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.8 



Table PC. Panel 4D 



Tissue Name 



Rel. Exp.(%) 
Ag3338, Run 
165221737 



Tissue Name 
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secondary l til act 


U.U 


TTT J\/J2C TT 1 koto 

riUVHL/ iL-ioeia 


U.U 


secondary inz act 


no 

U.U 


T_TT TA/pr^ TTTKI (tomma 

riu vm^ it in garni nd 




Secondary Trl act 


0.0 


TjT WEC TNTP alnho -4- TP XT 

riuvjtiu iJNr aipna t it in 
gamma 


O.Qr 


secondary Inl rest ■ 


U.U 


TTT T\7^^^ ,, HTKTIh olrtVia -1- TT A 

rlUVxiL- lINr aipna t LL4 


U.U 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


2.6 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


1.9 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
I Nr aipna + 1L- 1 beta 


0.0 


CD8 lymphocyte act 


4.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- \ 
CD95 CH11 


0.0 


CCD 11 06 (Keratinocytes) 
none 


0.0 


LAK cells rest 


4.6 


lUo (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


T A XT TT 0 

LAxV cells 1L-Z 


U.U 


Liver cirrnosis 


U.U 


LAK cells 1L-Z+1L- vL 


U.U 


Lupus kidney 


9 A 


LAK cells IL-2+IFN j 
gamma 


0.0 


NCI-H292 none 


0.0 


LAK. cells 1L-2+ LL-lo 


U.U 


XT/^T TJOOO TT A 


/l < 
4.D 


LAK cells 
PMA/ionomycin 


3.1 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


0.0 


NCI-H292 IFN gamma 


0.0 


Two Way MLR 5 day j 


0.0 


HPAEC none 


0.0 
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Two Way MLR 7 day \ 


0.0 


HPAECTNF alpha + IL-1 

DC La 


0.0 


roiVLU rest 


1 a o 

1H.U 


luting xioroDiaoi nunc 


n o 
u.u 


PBMC PWM 


0.0 


T una* fir*Trtr\l q ct TMk qIt^Tiq 
l^Uilg XlUIUUlaol 1 ctlUIla 

+ IL-1 beta 


0.0 




o o 


T una t\ oct TT /I 

i^ung noroDiast ijwh 


0 0 
u.u 


Ramos (B cell) none 


3.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-1 3 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 1 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 
xivLfty ionomycin 


4.7 


Dermal fibroblast ; 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gainina 


0.0 


uenunuc cens Lro 


n q 


UCIIIlal llDrODldol LL/-*f 


ft ft 


jjenonuc ecus anii- 
CD40 


6.0 


IBD Colitis 2 


0.0 


Monocytes rest 


100.0 


IBD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


15.2 


Macrophages rest 


1.3 


Lung 


4.0 


Macrophages LPS 


0.0 


Thymus | 


0.0 


HUVEC none 


0.0 


Kidney 


3.1 


HUVEC starved j 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3338 - Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General^screeningjane^vl^ Summary: Ag3338 - Expression of this gene is highest in 
testis (CT=29.4). Therefore, expression of this gene could be used to distinguish this sample 
from others on the panel. 

There is also low expression in pancreatic cancer cell line CAPAN2, lung cancer cell 
line HOP-62, breast cancer cell line T47D, and ovarian cancer cell line OVCAR-5. Thus, 
expression of this gene could be used to differentiate these samples from other samples on this 
panel. 
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Panel 4D Summary: Ag3338 - Significant expression of this gene is seen only in resting 
monocytes (CT=32.3) Therefore, expression of this gene can be used to differentiate between 
this sample and others on this panel 

P. CG57789-01 and CG57789-02: RAS-LIKE PROTEIN RRP22-like 

Expression of gene CG57789-01 and variant CG57789-02 was assessed using the 
primer-probe set Ag3333, described in Table PA. Results of the RTQ-PCR runs are shown in 
Tables PB, PC and PD. 

Table PA . Probe Name Ag3333 



Primers 


Sequences 


A J Start 1 SEQID 
Length | Position I NO: 


Forward 


5 ' -tcgactttccacccatcag-3 ' 


19 j 181 | 429 


Probe 


TET-5 ' -cttccctgtcaatacgctccaggagt-3 ' - 
TAMRA 


26 | 203 j 430 


Reverse 


5 1 -aggatgtaggcgtggacact-3 1 


20 | 258 j 431 


Table PB. CNS neurodegeneration vl .0 



Tissue Name 


Rel. Exp.(%) Ag3333, 
Run 210146459 


Tissue Name 


Rel. Exp.(%) Ag3333, 
Run 210146459 


AD 1 Hippo 


22.2 


Control (Path) 3 
Temporal Ctx 


7.5 


AD 2 Hippo 


18.8 


Control (Path) 4 
Temporal Ctx 


21.6 


AD 3 Hippo 


17.9 


AD 1 Occipital Ctx 


29.7 


AD 4 Hippo 


8.7 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


100.0 


AD 3 Occipital Ctx 


15.8 


AD 6 Hippo 


42.9 


AD 4 Occipital Ctx 


24.7 


Control 2 Hippo 


25.9 


AD 5 Occipital Ctx 


90.1 


Control 4 Hippo 


12.1 


AD 6 Occipital Ctx 


16.3 


Control (Path) 3 
Hippo 


13.4 


Control 1 Occipital 
Ctx 


4.2 


AD 1 Temporal Ctx 


21.3 


Control 2 Occipital 
Ctx 


74.7 


AD 2 Temporal Ctx 


29.1 


Control 3 Occipital 
Ctx 


14.5 


AD 3 Temporal Ctx 


13.3 


Control 4 Occipital 
Ctx 


4.5 


AD 4 Temporal Ctx 


15.8 


Control (Path) 1 


47.3 
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jOccipital Ctx 




AD 5 Inf Temporal \ 
Ctx 


92.0 


[Control (Path) 2 
jOccipital Ctx 


13.5 


AD 5 Sup Temporal; 
Ctx 


43.2 


Control (Path) 3 
JOccipital Ctx 


4.1 


AD 6 Inf Temporal j 
Ctx 


26.4 


[Control (Path) 4 
jOccipital Ctx 


14.6 


AD 6 Sup Temporal; 
Ctx 


31.6 


jControl 1 Parietal 
JCtx 


7.6 


Control 1 Temporal 
Ctx 


5.8 


jControl 2 Parietal 
jCtx 


39.2 


Control 2 Temporal 
Ctx 


51.8 


[Control 3 Parietal 
jCtx 


21.9 


Control 3 Temporal 
Ctx 


14.5 


Control (Path) 1 
{Parietal Ctx 


56.3 


Control 3 Temporal 
Ctx 


8.1 


Control (Path) 2 
[Parietal Ctx 


20.2 


Control (Path) 1 
Temporal Ctx 


39.2 


Control (Path) 3 
jParietal Ctx 


6.2 


Control (Path) 2 
Temporal Ctx 


40.9 


[Control (Path) 4 
jParietal Ctx 


24.5 


Table PC. General screening_panel vl.4 


Tissue Name 


Rel. Exp.(%)Ag3333, 
Run 216516940 


Tissue Name 


Rel. Exp.(%) Ag3333, 
Run 216516940 


Adipose 


4.4 


Renal ca. TK-10 


40.1 


Melanoma* 
Hs688(A).T 


0.9 


Bladder 


5.0 


Melanoma* 
Hs688(B).T 


1.8 


Gastric ca. (liver met.) 
NCI-N87 


4.5 


Melanoma* Ml 4 


2.7 


Gastric ca. KATO HI 


20.0 


Melanoma* 
LOXIMVI 


0.3 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.9 


Colon ca. SW480 


100.0 


Squamous cell 
carcinoma SCC-4 


0.1 


Colon ca* (SW480 
met) SW620 


33.0 


Testis Pool 


m»mmm r~r a u 

2.i ; 


Colon ca. HT29 


5.0 


Prostate ca.* (bone 
met) PC-3 


2.4 


Colon ca.HCT-1 16 


0.1 


Prostate Pool 


0.5 ; 


Colon ca. CaCo-2 


37.1 


Placenta 


5.7 \ 


Colon cancer tissue 


2.3 


Uterus Pool 


0.3 


Colon ca. SW1116 


16.2 


Ovarian ca. 


52.9 


Colon ca. Colo-205 


0.2 
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OVCAR-3 








Ovarian ca. SK-OV- 
3 


0.6 


Colon ca. SW-48 


0.2 


Ovarian ca. 
OVCAR-4 


17.9 : 


Colon Pool 


2.2 


Ovarian ca. 
OVCAR-5 


4.5 


Small Intestine Pool 


1.0 


Ovarian ca. IGROV- 

1 \ 


0.9 


Stomach Pool 


0.9 


Ovarian ca. 
OVCAR-8 


15.4 


Bone Marrow Pool 


1.8 


Ovary 




retai neart 


inn 

iu.y 


Breast ca. Mtr-/ 


U. / 


rieart r ooi 


z.o 


Breast ca. jvlua- 
MB-231 j 


0.4 


Lymph Node Pool 


4.4 


Breast ca BT 549 


42,0 


Fetal Skeletal Muscle 


1.1 


Breast ca. T47D 


13.0 


Skeletal Muscle Pool 


46.7 


Breast ca. MJJA-IN 


U. 1 


opieen rooi 


u.u 


Breast Pool j 


2.4 i 


Thymus Pool 


2.3 


Trachea 


2.4 


CNS cancer (glio/astro) 
U87-MG 


0.9 


Lung 


0.2 


CNS cancer (glio/astro) I 
U-118-MG 


0.3 


Fetal Lung 


0.9 


CNS cancer 
(neuro;met) SK-N-AS 


69.7 


Lung ca. NCI-N417 


17.1 


CNS cancer (astro) SF- 
539 


2.2 


Lungca. LX-1 


1.1 


CNS cancer (astro) 
SNB-75 


15.9 


Lungca.NCI-H146 ! 


14.5 


CNS cancer (glio) 

CXTD 1 O 


0.6 


Lung ca. SHP-77 


37.6 


CJNo cancer tglioj 5r- 
295 


6.0 


Lung ca. A549 


0.4 


Brain (Amygdala) Pool 


28.5 


Lung ca. jnL/1-hdzo 




Brain (cerebellum) 




Lung ca. JNCl-rlzi 


o o 
o.z 


Brain (letai) 


oil 


Lung ca.NCI-H460 | 


14.3 


Brain (Hippocampus) 

rOOl 


27.7 


Lving ca. HOr-62 


1./ 


Cerebral Cortex rool 


1A 1 
JO. 1 


Lung ca. NCI-H522 


86.5 


Brain (Substantia nigra) 
Pool 


40.1 


Liver 


1.6 


Brain (Thalamus) Pool 


37.6 


Fetal Liver 


0.7 


Brain (whole) 


59.5 


Liver ca. HepG2 


6.2 


Spinal Cord Pool 


12.3 
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Kidney Pool j 


3.8 


jAdrenal Gland 


4.7 


Fetal Kidney | 


7.4 


jpituitary gland Pool 


3.7 


Renal ca. 786-0 j 

....... 1 ... _ ,. 


0.2 


jSalivary Gland 


48.0 


Renal ca. A498 ] 


20.9 


jThyroid (female) 


1.1 


Renal ca. ACHN j 


8.5 


jPancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 j 


3.0 


jPancreas Pool 


4.0 



Table PP. Panel 4D 



Tissue Name 


ReL Exp.(%) 
Ag3333, Run 
165084139 


Tissue Name 


Rel. Exp.(%) 
Ag3333, Run 
165084139 


Secondary Thl act 1 


0.8 


HUVECIL-lbeta 


0.0 


Secondary Th2 act 


3.0 


HUVEC IFN gamma 


0.5 


Secondary Trl act 


0.6 


ut TVFr TNF Alnha + TFN 

n.U V 1_/Vv 1 1> r alalia ' JLTli 

gamma 


0.8 


occonudry im rcbi 


0 0 


HT TVFr TNF alnha + TT 4 


0 0 


Secondary Th2 rest 


0.5 


HUVEC IL- 11 


0.3 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.6 


Primary Thl act 


5.7 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.4 


Primary Th2 act 


9.8 


Microvascular Dermal EC 

UUJIC 


0.0 


Primary Trl act 


3.8 


Microsvasular Dermal EC 
i iNraipna t- il- i ocia 


0.4 


Primary Thl rest 


0.0 


Bronchial epithelium 

TMFolnVia -4- TT Ifipffl 


1.1 


Primary Th2 rest 


0.4 


Small airway epithelium 
none 


1.9 


Primary Trl rest 


0.6 


Small airwav eoithelium 
TNFalpha + IL-lbeta 


1.4 


CD45RACD4 
lymphocyte act 


4.1 


Coronery artery SMC rest 


1.7 


CD45RO CD4 
lymphocyte act 


1.7 


Coronery artery SMC 
TNFalpha + IL-lbeta 


1.2 


CD8 lymphocyte act 


1.4 


Astrocytes rest 


100.0 


Secondary CD8 
lymphocyte rest 


7.4 


Astrocytes TNFalpha + 
IL-lbeta 


59.9 


Secondary CD8 
lymphocyte act 


0.0 


KU-8 1 2 (Basophil) rest 


2.0 


CD4 lymphocyte none 


0.8 


KU-812 (Basophil) 
PMA/ionomycin 


4.1 


2iyThl/Th2/Trl_anti- 


0.5 


CCD 1 106 (Keratinocytes) 


12.5 
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CJJV j Lri 1 1 




none 




LAK cells rest 


0.5 


TNFalpha + EL-lbeta 


6.2 


TAT/' /%a11c TT 0 
JLAJV CeilS 1L-Z 


U.J 


T iiroi* /> i n* Vi /"\ etc 

Liver cirrnoMa 




T A V TT 0_lTT 1 1 

LAJv Cells LL-Z+IL- 1 z 


U.D 


Lupus Kianey 




LAK cells IL-2+IFN 
gamma I 


0.0 


NCI-H292 none 


29.3 


TAT/" TT TT lO ' 

LAK cells IL-2+ 1L- 18 


u.o 






LAK cells 

PM A /i onoTYi vci n 


0.3 


NCI-H292 IL-9 


23.3 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-1 3 


' 21.9 


l wo way MLK i clay 


U.o 


\TpT TJOOO TT7XT rYOtrtmo 

INL'l-rlZVZ IrIN galllllla 


1 A S 


1 wo way mlk j cay 


n o 


LTD APP r>f\rt£* 

irLr/vcv^ none 


KJ.D 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 ; 
beta 


0.0 


rBMt rest 


U.U 


Lung fibroblast none 


A ^ 
H.J 


PBMC PWM 


8.1 


Lung 11 oroD last ijnjt aipna 
+ IL-1 beta 


2.2 


DDlViTP DUA T 

rBMt rHA-L 


1 1 a 
1 l.o 


Lung fibroblast EL-4 


no 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


9.2 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL- 1 3 


8.5 


B lymphocytes PWM 


15,4 


Lung fibroblast IFN 
gamma 


8.4 


B lymphocytes CD40L 
and IL-4 


2.1 


Dermal fibroblast 
CCD 1070 rest 


40.6 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


20.9 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
luuiu i\j iL-i oeta 


19.3 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


1.8 


T\a«/J«+i -.11/. T DC 

Denantic cells Lrb 


U.D 


uermai iiorouiast il-4 


-5.0 


Dendritic cells anti- 
CD40 


0.0 


IBD Colitis 2 


0.0 


Monocytes rest 


0.0 


IBD Crohn's 


2.5 


Monocytes LPS 


0.0 


Colon 


4.2 


Macrophages rest 


0.0 


Lung 


9.1 


Macrophages LPS 


0.0 


Thymus 


11.3 


HUVEC none 


0.4 


Kidney 


2.6 


HUVEC starved 


0.6 







CNS_neurodegeneration_vl.O Summary: This panel confirms the expression of this gene 
in the brain in an independent group of individuals. However, no differential expression of this 
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gene was detected between Alzheimer's diseased postmortem brains and those of non- 
demented controls in this experiment. Please see Panel 1.4 for a discussion of the potential 
utility of this gene in treatment of central nervous system disorders. 

General^screeningjane^vl^ Summary: Ag3333 This gene is expressed at moderate to 
low levels in many of the samples on this panel, with the highest expression in colon cancer 
cell line SW480 (CT^27.8). Expression is significantly lower in SW680, a cell line derived 
from a metastasis of the primary tumor represented by SW480. Thus, expression of this gene 
could be used to differentiate between these two cell lines and potentially between primary 
colon cancer and its metastases. 

Based on expression in this panel, this gene may be involved in gastric, brain, colon, 
renal, lung, breast, ovarian and prostate cancer as well as melanomas. Thus, expression of this 
gene could be used as a diagnostic marker for the presence of these cancers. Furthermore, 
therapeutic inhibition using antibodies or small molecule drugs might be of use in the 
treatment of these cancers. 

This gene product is also expressed in adipose, pancreas, adrenal, thyroid, pituitary, 
skeletal muscle, heart, and liver. This widespread expression in tissues with metabolic function 
suggests that this gene product may be important for the pathogenesis, diagnosis, and/or 
treatment of metabolic and endocrine diseases, including obesity and Types 1 and 2 diabetes 

This gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene 
may play a role in central nervous system disorders such as Alzheimer's disease, Parkinson's 
disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

Panel 4D Summary: Ag3333 The CG57789-01 gene is expressed at moderate to low 
levels in several samples on this panel, with the highest expression in resting astrocytes 
(CT=28.4). Moderate expression of this gene is seen in treated and untreated dermal and lung 
fibroblasts and the airway epithelial tumor line NCI-H292 cells. Thus, the transcript or the 
protein it encodes may be involved in pathological and inflammatory skin and lung conditions, 
including psoriasis, asthma, allergy, emphysema, and COPD. 

Q. CG57758-01 and CG57758-02: SODIUM/LITHIUM-DEPENDENT 
DICARBOXYLATE TRANSPORTER 
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Expression of gene CG57758-01, a splice variant of CG57758-02, and CG57758-02 
was assessed using the primer-probe sets Ag3326 and Ag3692, described in Tables QA and 
QB. Results of the RTQ-PCR runs are shown in Tables QC, QD, QE and QF. 



Table OA . Probe Name Ag3326 



Primers 


Sequences 


Length 


Start 
Position 


| SEQ ID 

J_Np: _ 


Forward 


5 • -ccatttactggtgcacagaagt-3 1 


22 


149 


j 432 


Probe 


TET-5 ' -atccctctggctgtcacctctctcat-3 1 - 
TAMRA 


26 j 


172 


433 


Reverse 


5 ' -ggagtccagaatctggaagagt-3 1 


22 


216 


j 434 


Table OB. Probe Name Ag3692 


Primers 


Sequences 


Length 


Start 
Position 


j SEQ ID 
NO: 


Forward 


5 ' -ccatttactggtgcacagaagt-3 ' 


22 


149 


| 435 


Probe 


TET-5 1 -atccctctggctgtcacctctctcat-3 ' - 
TAMRA 


26 i 


172 


j 436 


Reverse 


5 ' -ggagtccagaatctggaagagt-3 » 


22 j 216 


j 437 



Table OC . CNS_neurodegeneration_vl.O 



Tissue 
Name 


Rel. 
Exp.(%) 
Ag3326, 

Run 
210144197 


Rel. 
Exp.(%) 
Ag3692, 

Run 
211145262 


Rel. 
Exp.(%) 
Ag3692, 
Run 
224337942 


Tissue ; 
Name \ 


Rel. 
Exp.(%) 
Ag3326, 
Run 
210144197 


Rel. 
Exp.(%) ! 
Ag3692, 

Run 
211145262 


Rel. 

Exp.(%) 
Ag3692, 
Run 
224337942 


AD 1 
Hippo 


2.1 


4.3 


1.0 


Control 
(Path) 3 
Tempora 
ICtx 


8.5 


15.3 


12.0 


AD 2 
Hippo 


20.9 


28.3 


25.0 


Control 
(Path) 4 
Tempora 
ICtx 


31.2 


36.6 


52.1 


AD 3 
Hippo 


0.0 


0.9 


0.6 


AD 1 

Occipital 

Crx 


2.7 


3.0 


0.0 


AD 4 


2.1 


7.1 


2.6 


AD 2 


0.0 


0.0 


0.0 
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Hippo 








Occipital 
Ctx 

(Missing 
) 








AD 5 

hippo 


72.7 


97.9 


85.3 


AD 3 

Occipital 

Ctx 


1.5 


7.2 


1.3 


AD 6 
Hiopo 


13.7 


18.3 


5.5 


AD 4 
Occipital ; 
Ctx 


71.7 


35.6 j 


30.6 


Control 2 

HiDDO 


14.5 


20.2 


15.2 


AD 5 

Occipital 

Ctx 


25.3 


31.9 


12.4 


Control 4 
Hippo 


11.7 


7.4 


5.1 


AD 6 

Occipital 

Ctx 


17.2 


19.1 


11.2 


Control 
(Path) 3 
Hippo 


6.7 


4.4 


4.5 


Control ; 
1 

Occipital 
Ctx 


7.0 


9.0 


8.1 


AD 1 

Temporal 

Ctx 


4.0 


1.7 


2.8 


Control ; 
2 

Occipital 1 
Ctx 


33.2 


44.8 


26.1 


AD 2 

Temporal 

Ctx 


80.7 


50.7 


37.4 


Control 
3 

Occipital : 
Ctx 


30.1 


37.6 


21.9 


AD 3 

Temporal 

Ctx 


3.6 


0.0 


1.1 


Control ; 
4 

Occipital ; 
Ctx 


16.3 


12.6 


8.2 


AD4 

Temporal 

Ctx 


19.5 


30.6 


15.2 


Control 
(Path)l 
Occipital 
Ctx 


42.0 


55.9 


52.9 


AD5Inf 
Temporal 
Ctx 


100.0 


100.0 


99.3 


Control 
(Path) 2 
Occipital 
Ctx 


6.7 


13.0 


7.7 


AD 5 
SupTemp 
oral Ctx 


32.8 


29.1 


33.2 


Control 
(Path) 3 
Occipital 
Ctx 


8.7 


6.6 


5.4 . 


AD6Inf 
Temporal 
Ctx 


27.7 


21.3 


26.6 


Control 
(Path) 4 
Occipital 
Ctx 


8.1 


9.0 


7.4 
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AD 6 Sup 
Temporal 
Ctx 


41.8 


53.6 


17.0 


Control 
1 

Parietal 
Ctx 


21.2 


23.0 ! 


15.3 


Control 1 
Temporal 
Ctx 


12.0 


33.9 


18.3 


Control 
2 

Parietal 
Ctx 


48.6 


38.2 j 


22.1 


Control 2 
Temporal 
Ctx 


30.1 


49.3 


44.4 


Control 
3 

Parietal 
Ctx 


28.3 


34.4 


32.8 


Control 3 
Temporal 
Ctx 


38.7 


39.5 


33.4 


Control 
(Path)l 
Parietal 
Ctx 


78.5 


97.3 j 


100.0 


Control 4 
Temporal 
Ctx 


17.6 


25.2 


24.1 


Control 
(Path) 2 
Parietal 
Ctx 


50.7 


50.7 


37.9 


Control 
(Path) 1 
Temporal 
Ctx 


69.7 


70.7 


49.7 


Control 
(Path) 3 
Parietal 
Ctx 


10.7 


10.1 j 


9.6 


Control 
(Path) 2 
Temporal 
Ctx 


35.4 


50.7 


33.4 


Control 
(Path) 4 
Parietal 
Ctx 


30.6 


24.5 


40.9 



Table OP . General_screening_panel_vl.4 



Tissue Name 


Rel.Exp.(%) 
Ag3326, Run 
215678613 


Rel. Exp.(%) 
Ag3692, Run 
217131191 


Tissue Name 


Rel. Exp.(%) 
Ag3326, Run 
215678613 


Rel. Exp.(%) 
Ag3692, Run 
217131191 


Adipose 


0.0 


0.0 


Renal ca. TK-10 


11.4 


12.0 


Melanoma* 
Hs688(A).T 


0.0 


0.0 


Bladder 


0.0 


0.1 


Melanoma* 
Hs688(B).T 


0.1 


0.0 


Gastric ca. (liver 
met.) NCI-N87 i 


0.0 


0.0 


Melanoma* 
M14 


0.0 


0.0 


Gastric ca. 
KATO m 


0.0 


0.0 


Melanoma* 
LOXIMVI 


0.0 


0.0 


Colon ca. SW- 
948 


0.0 


0.0 


Melanoma* 
SK-MEL-5 


0.0 


0.0 


Colon ca. SW480 


0.0 


0.0 


Squamous cell 
carcinoma 


0.9 


0.7 


Colon ca.* 
(SW480met) 


0.0 


0.0 
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SCC-4 






SW620 






Testis Pool 


0.1 


0.2 


Colon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 
JrC-J 


0.0 


0.0 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


0.0 


0.0 


Colon ca. CaCo-2 


0.0 


0.0 


Placenta 


0.0 


0.0 


Colon cancer 
tissue 


0.1 


0.0 


Uterus Pool 


0.0 


0.0 


Colon ca. 
SW1116 


0.0 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


0.0 


Colon ca. Colo- 
205 


0.0 


0.0 


Ovarian ca. 
SK-OV-3 


0.0 


0.0 


Colon ca. SW-48 


0.0 


0.0 


Ovarian ca. 
OVCAR-4 


0.1 


0.0 


Colon Pool 


0.6 | 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.1 


0.0 


Ovarian ca. 
1LjKUV-1 


0.0 


0.0 


Stomach Pool 


0.0 


0.0 


Ovarian ca. 

UVLAK-o 


2.8 


2.2 


Bone Marrow 

rOOi 


0.0 


0.1 


Ovary 


0.7 


0.6 


Fetal Heart 


0.0 


0.0 


Breast ca. 
MCF-7 


0.0 


0.0 


Heart Pool 


0.0 


0.0 


Breast ca. 

MDA-MB- 

231 


0.0 


0.0 


Lymph Node 
Pool 


0.1 


0.0 


Breast ca. BT 
549 


0.6 


0.8 


Fetal Skeletal 
Muscle 


0.0 


0.0 


Breast ca. 

TAITi 
LH/U 


0.0 


0.0 


Skeletal Muscle j 
rOOl 


0.0 | 


0.0 


Breast ca. 
MDA-N 


0.0 


0.0 


Spleen Pool 


0.4 


0.2 


Breast Pool 


0.0 


0.1 


Thymus Pool 


0.0 j 


0.0 


Trachea 


0.2 


0.1 


CNS cancer 
(glio/astro) U87- 
MG 


0.0 


0.0 


Lung 


0.0 


0.0 


CNS cancer 
(glio/astro) U- 
118-MG 


0.0 


0.0 


Fetal Lung . 


0.2 


0.1 


CNS cancer 
(neuro;met) SK- 
N-AS 


0.0 


0.0 


Lung ca. NCI- 
N417 


0.0 


0.0 


CNS cancer 
(astro) SF-539 


0.0 


0.0 
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Lung ca. LX- 
1 


0.0 


0.0 


CNS cancer 
(astro) SNB-75 


0.0 


0.0 


Lung ca. NCI- 
H146 


0.0 


0.0 


CNS cancer 
(glio) SNB-19 


0.0 


0.0 


Lung ca. 
SHP-77 


0.0 


0.0 


CNS cancer 
(glio)SF-295 


0.1 


0.1 


Lung ca. 
A549 


0.0 


0.1 


Brain 

(Amygdala) Pool 


0.4 


0.4 


Lung ca. NCI- 
H526 


2.0 


0.0 


Brain 

(cerebellum) 


1.4 


1.0 


Lung ca. NCI- 
H23 


0.7 


0.6 


Brain (fetal) 


0.7 


0.4 


Lung ca. NCI- 
H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.5 


0.7 


Lung ca. 
HOP-62 


0.1 


0.2 


Cerebral Cortex 
Pool 


1.4 


1.5 


Lung ca. NCI- 


0.0 


0.0 


Brain (Substantia 
nigra) Pool 


1.4 


1.4 


Liver 


28.7 


24.1 


Brain (Thalamus) 

rOOi 


1.1 


0.9 


retai over 


1UU.U 


1UU.U 


Brain (wnoiej 


A 1 

4.1 


5. 1 


Liver ca. 
nepLrz 


29.5 


26.2 


Spinal Cord Pool 


0.1 


0.2 


Kidney Pool 


0.0 


0.0 


Adrenal Gland 


2.6 


1.9 


Fetal Kidney 


0.1 


0.1 


Pituitary gland 
Pool 


0.0 ; 


0.2 


Renal ca. 786- 
0 


0.0 


0.0 


Salivary Gland 


40.9 


35.1 


Renal ca. 
A498 


0.0 


0.0 


Thyroid (female) 


0.0 I 


0.0 


Renal ca. 
ACHN 


0.0 


0.0 


Pancreatic ca. 
CAPAN2 


0.5 


0.8 


Renal ca. UO- 
31 


0.0 


0.0 


Pancreas Pool 


0.0 


0.0 



Table OE . Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3692, Run 
169987356 


Tissue Name 


Rel. Exp.(%) 
Ag3692, Run 
169987356 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act \ 


0.0 


HUVEC TNF alpha +IFN 
gamma 


0.0 
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oecontiary mi igm 


0 n 
u.u 


TTT TVPP TNTF jilnha -4- T\ A 
nU V 1 INT aipila • 


U.U 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC i 
none j 


11.3 


Primary Trl act 


4.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha+ILlbeta 


28.5 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


5.7 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RACD4 
lympnocyie aci 


3.9 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lympnocyie aci 


0.0 


Coronery artery SMC 
i JNr aipna t il,- i oeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


3.6 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


4.3 


2ry Thl/Th2/Trl_anti- 


0.0 


CCD1106 (Keratinocytes) j 
none 


10.7 


LAK cells rest 


0.0 


ecu 1 1 Uo (Keratinocytesj 
TNFalpha + IL-lbeta 


0.0 


.L/VlV CeliS LLrZ 


a a 
u.u 


Liver cirrnosis 


OA A 


T A7 TT O-uTT 10 

LAJv cells LL-Z+1..L-IZ 


A A 
U.U 


iNUi-rizyz none 


A A 

U.U 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 IL-4 


0.0 


T Air r»*»11c TT 94- TT 18 
1_//\JV CC11S 1L-Z t 11./- lo 


a a 

U.U 


vrpT uoqo TT O 


A A 


T AV .-olio 

i^AJs. ceils 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


0.0 


JNiv ueiis il-z rest 


a a 


iNUl-rlzyz IrN gamma 


A A 

U.U 


T\*7/x *\T17ot/ A/TT "D 1 /loir 

i wo way iviLvK j oay 


A A 

U.U 


I-TD A T?/"^ mama 

rtr Aii^ none 


A A 
U.U 


Two Way MLR 5 day 


3.2 


HP AEC TNF alpha + IL- 1 ; 


0.0 


Two Way MLR 7 day 


0.0 


Lung fibroblast none 


0.0 


PBMC rest 


0.0 


Lung fibroblast TNF alpha 
+ IL-lbeta 


0.0 
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PBMC PWM 


0.0 


Lung fibroblast IL-4 


0.0 




0 0 


T liner fihrnhlflSt TT -9 


0 0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL- 1 3 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L ; 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 

• 


Dermal fibroblast 


0.0 


PMA/ionomycin 


0.0 


Liermai iioroDiasi ltin 
gamma 


0.0 


uenunuc cens none 


u.u 


L/ennai riDroDiasi LLr** 


u.u 


i^enoniic ecus Lro 


u.u 


lyciiimi riDrouidsis rest 


u.u 


uenanuc ecus onii- 
CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.0 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


2.4 


HUVEC none 


0.0 


Kidney 


100.0 


HUVEC starved j 


0.0 







Table OF . Panel 5 Islet 



Tissue Name 


Rel. Exp.(%) 
Ag3326, Run 
242385365 


Tissue Name 


Rel. Exp.(%) 
Ag3326, Run 
242385365 


97457_Patient- 
02go_adipose 


0.0 


94709_Donor 2 AM - A adipose 


0.2 


97476_Patient- 
07sk_skeletal muscle 


0.0 


94710_Donor 2 AM - B_adipose 


0.0 


97477_Patient- 
07ut_uterus 


0.0 


947 1 l_Donor 2 AM - C_adipose 


0.0 


97478_Patient- 
07pl_placenta 


0.0 


947 1 2_Donor 2 AD - A_adipose ; 


0.0 


991 67_Bayer Patient 1 


0.3 


947 1 3_Donor 2 AD - B_adipose 


0.0 


97482_Patient- 
08ut uterus 


0.0 


947 1 4_Donor 2 AD - C_adipose 


0.0 


97483_Patient- 
08pl_placenta 


0.0 


94742_Donor 3 U - 
A_Mesenchymal Stem Cells 


0.0 


97486_Patient- 
09sk_skeletal muscle 


0.0 


94743_Donor 3 U - 
B_Mesenchymal Stem Cells 


0.0 
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97487_Patient- 
09ut uterus 


0.0 


94730 JDonor 3 AM - A_adipose ; 


0.0 


97488_Patient- 
09pl_placenta 


0.0 


9473 l_Donor 3 AM - B_adipose 


0.0 


97492_Patient- 
I0ut_uterus 


0.0 


94732_Donor 3 AM - C_adipose i 


0.0 


97493_Patient- 
10pl_placenta 


0.0 


94733_Donor 3 AD - A_adipose 


0.0 


97495_Patient- 
llgo_adipose 


0.0 


94734_Donor 3 AD - B_adipose j 


0.0 


97496_Patient- 

1 lsk_skeletal muscle 


0.0 


94735_Donor 3 AD - C_adipose 


0.0 


97497 JPatient- 
llut_uterus 


0.0 


77138_Liver_HepG2untreated 


100.0 


97498_Patient- 
llpl_placenta 


0.0 


73556_Heart_Cardiac stromal 
cells (primary) 


0.0 


97500__Patient- 
12go_adipose 


0.1 


81735_Small Intestine 


39.5 


97501_Patient- 
12sk_skeletal muscle 


0.3 


72409_Kidney_Proximal 
Convoluted Tubule 


0.0 


97502_Patient- 
12ut_uterus 


0.0 


82685_Small intestine_Duodenum 


0.0 


97503_Patient- 
12pl _placenta 


0.0 


90650_Adrenal_Adrenocortical 
adenoma 


0.0 


94721_Donor2U- 
A_Mesenchymal Stem 
Cells 


0.0 


72410_Kidney_HRCE 


0.0 


94722_Donor 2 U - 
B_Mesenchymal Stem 
Cells 


0.0 


72411_Kidney_HRE 


0.0 


94723_Donor 2 U - 
C Mesenchymal Stem 
Cells 


0.0 


73139_Uterus_Uterine smooth 
muscle cells 


0.0 



CNS_neurodegeneration_vl.O Summary: Ag3326/Ag3692 - Three experiments done with 
two primer pairs (same sequence) are in excellent agreement. This panel confirms the 
expression of this gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1 .4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 
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General_screening_j>anel_vl.4 Summary: Ag3326/Ag3692 Two experiments with the 
smae probe and primer set produce results that are in excellent agreement. This gene is highly 
expressed in fetal liver (CT=26.5-27.0) and moderately expressed in adult liver (CT=28.5- 
28.8) and liver cancer cell line HepG2 (CT=28.4-28.8). This result agrees with the results seen 
in Panel 5 (expression in HepG2 (CT=29.2). These results are in agreement with published 
data that show a novel sodium dicarboxylate transporter in brain, choroid plexus kidney, 
intestine and liver. Thus, expression of this gene could be used to differentiate between these 
samples and other samples on this panel and as a marker for liver derived tissue. 

This gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, and cerebral cortex. Therefore, this gene may play a 
role in central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 

Low but significant levels of expression are also seen in the adrenal gland. Thus, this 
gene product may also be involved in metabolic disorders of this gland, including 
adrenoleukodystrophy and congenital adrenal hyperplasia. 

References: 

1 . Pajor AM, Gangula R, Yao X. Cloning and functional characterization of a high- 
affinity Na(+)/dicarboxylate cotransporter from mouse brain. Am J Physiol Cell Physiol 2001 
May;280(5):C1215-23. 

2. Chen XZ, Shayakul C, Berger UV, Tian W, Hediger MA. Characterization of a rat 
Na+-dicarboxylate cotransporter. J Biol Chem 1998 Aug 14;273(33):20972-8L 

Panel 4.1D Summary: Ag3692 Significant expression of this gene is seen only in kidney and 
a liver cirrhosis sample (CTs=34.0). These results confirm that this gene is expressed in liver 
derived samples. The presence in the kidney is also in agreement with published results. 
Please see Panel 1 .4. This gene product may be involved in maintaining or restoring normal 
function to the kidney during inflammation. 

Panel 4D Summary: Ag3326 Results from one experiment are not included. The amp plot 
indicates that there were experimental difficulties with this run. 
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Panel 5 Islet Summary: Ag3326 - The highest expression of this gene is in liver cancer cell 
line HepG2 (CT=29.2). There is also moderate expression in the small intestine (CT=30.5). 
These results compare well with previously published reports of sodium dicarboxylate 
transporter expression in mouse and rat (see discussion Panel 1 .4). 

R. CG57758-04 and CG57758-05: Sodium:sulfate symporter 

Expression of gene CG57758-04 and CG57758-05, both splice variants of CG577584- 
01, was assessed using the primer-probe sets Ag3326, Ag3692 and Ag5818, described in 
Tables RA, RB and RC. Results of the RTQ-PCR runs are shown in Tables RD, RE, RF, RG 
and RH. 

Table RA . Probe Name Ag3326 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 • -ccatttactggtgcacagaagt-3 * 


22 | 


138 


438 


Probe 


TET-5 ' -atccctctggctgtcacctctctcat-3 ' - 
TAMRA 


26 T 


161 


439 


Reverse 


5 * -ggagtccagaatctggaagagt-3 1 


22 | 


205 


440 


Table RB. Probe Name Ag3692 


Primers 


Sequences 


Lengthj 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -ccatttactggtgcacagaagt-3 ' 


22 | 


138 


441 


Probe j 


TET-5 ' -atccctctggctgtcacctctctcat-3 ■ - 
TAMRA 


26 j 


161 


442 


Reverse 


5 ' -ggagtccagaatctggaagagt-3 ' 


22 f 


205 


443 



Table RC . Probe Name Ag5818 



Primers 


Sequences 


| Length j 


Start | 
Position ! 


SEQID 
NO: 


Forward 


5 1 -ccatcaccttgatcttgtcc-3 1 


1 20 | 


1341 j 


444 


Probe 


TET-5 ' -ttatgactcctgttttcaccatggaggca- 
3 ' -TAMRA 


1 29 1 


1429 j 


445 


Reverse 


5 ' -cagaagactccaattatgttca-3 ' 


1 ^ 1 


1458 


446 



Table RD . CNS_neurodegeneration_vl.O 



Tissue 


Rel. 


Rel. 


Rel. 


Tissue 


Rel. 


Rel. 


Rel. 


Name 


Exp.(%) 


Exp.(%) 


Exp.(%) 


Name 


Exp.(%) 


Exp.(%) 


Exp.(%) 
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Ag3326, 

Run 
210144197 


Ag3692, 
Run 
211145262 


Ag3692, 
Run 
224337942 




Ag3326, 
Run 
210144197 


Ag3692, 
Run 
211145262 


Ag3692, 
Run 
224337942 


AD 1 
Hippo 


2.1 


4.3 ! 


1.0 


Control 
(Path) 3 
Tempora 
ICtx 


8.5 


15.3 


12.0 


AD 2 
Hippo 


20.9 


28.3 


25.0 


Control 
(Path) 4 
Tempora 
ICtx 


31.2 ; 


36.6 


52.1 


AD 3 
Hippo 


0.0 


0.9 


0.6 


AD 1 

Occipital 
Ctx 


2.7 


3.0 


0.0 


AD4 
Hippo 


2.1 


7.1 


2.6 


AD 2 
Occipital ; 
Ctx 

(Missing 
) 


0.0 


0.0 


0.0 


AD 5 
hippo 


72.7 


97.9 


85.3 


AD 3 

Occipital 

Ctx 


1.5 


7.2 


1.3 


AD 6 
Hippo 


13.7 


18.3 


5.5 


AD 4 

Occipital 

Ctx 


71.7 


35.6 


30.6 


Control 2 
Hippo 


14:5 


20.2 


15.2 


AD 5 

Occipital 

Ctx 


25.3 


31.9 


12.4 


Control 4 
Hippo 


11.7 


7.4 


5.1 


AD 6 
Occipital ■ 
Ctx 


17.2 


19.1 


11.2 


Control 
(Path) 3 
Hippo 


6.7 


4.4 


4.5 


Control : 
1 

Occipital 
Ctx 


7.0 


9.0 


8.1 


AD 1 

Temporal 

Ctx 


4.0 


1.7 


2.8 


Control 
2 

Occipital 
Ctx 


33.2 


44.8 


26.1 


AD 2 

Temporal 

Ctx 


80.7 


50.7 


37.4 


Control 
3 

Occipital 
Ctx 


30.1 


37.6 


21.9 


AD 3 

Temporal 

Ctx 


3.6 


0.0 


1.1 


Control 
4 

Occipital 
Ctx 


16.3 


12.6 


8.2 


AD 4 


19.5 


30.6 


15.2 


Control 


42.0 


55.9 


52.9 
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Temporal 
Ctx 








(Path)l j 
Occipital; 
Ctx 








AD 5 Inf 
Temporal 
Ctx 


100.0 i 


100.0 


99.3 


Control ; 
(Path) 2 
Occipital: 
Ctx 


6.7 


13.0 


7.7 


AD 5 
SupTemp 
oral Ctx 


32.8 


29.1 


33.2 


Control 
(Path) 3 ; 
Occipital ; 
Ctx 


8.7 


6.6 


5.4 


AD 6 Inf 
Temporal 
Ctx 


27.7 


21.3 


26.6 


Control 
(Path) 4 
Occipital i 
Ctx 


8.1 


9.0 


7.4 


AD 6 Sup 
Temporal 
Ctx 


41.8 


53.6 


17.0 


Control 1 
1 

Parietal j 
Ctx 


21.2 


23.0 


15.3 


Control 1 
Temporal 
Ctx 


12.0 \ 


33.9 


18.3 


Control ; 
2 \ 
Parietal \ 
Ctx 


48.6 


38.2 \ 


22.1 


Control 2 
Temporal 
Ctx 


30.1 


49.3 


44.4 


Control \ 
3 

Parietal 
Ctx 


28.3 


34.4 


32.8 


Control 3 
Temporal 
Ctx 


38.7 


39.5 


33.4 


Control j 
(Path) 1 1 
Parietal 
Ctx 


78.5 


97.3 1 


100.0 


Control 4 
Temporal 
Ctx 


17.6 


25.2 


24.1 


Control 
(Path) 2 
Parietal 
Ctx 


50.7 


50.7 


37.9 


Control 
(Path) 1 
Temporal 
Ctx 


69.7 


70.7 


49.7 


Control i 
(Path) 3 ! 
Parietal 
Ctx 


10.7 


10.1 


9.6 


Control 
(Path) 2 
Temporal 
Ctx 


35.4 


50.7 


33.4 


Control : 
(Path) 4 \ 
Parietal 
Ctx 


30.6 


24.5 


40.9 



Table RE . General screening panel vl.4 



Tissue Name 



Rel. Exp.(%) | Rel. Exp.(%) | Tissue Name ] Rel. Exp.(%) | Rel. Exp.(%) 
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Ag3326, Run 

^ 13u / OOl 3 


Ag3692, Run 

71 71 -11 1 01 




Ag3326, Run j 
215678*511 


Ag3692, Run 

717H1 101 


Adipose 


0.0 


0.0 


Renal ca. TK-10 i 


11.4 


12.0 


Melanoma* 
Hs688(A).T 


0.0 


0.0 


Bladder 


0.0 


0.1 


Melanoma*' 
Hs688(B).T 


0.1 


0.0 


Gastric ca. (liver 
met.) NCI-N87 


0.0 


0.0 


Melanoma* 
M14 


0.0 


0.0 


Gastric ca. 
KATOIII 


0.0 


0.0 


Melanoma* 
LOXIMVI 


0.0 


0.0 


Colon ca. SW- 
948 


0.0 


0.0 


Melanoma* 
SK-MEL-5 


0.0 


0.0 


Colon ca. SW480 


0.0 


0.0 


Squamous cell 

carcinoma 

SCC-4 


0.9 


0.7 


Colon ca.* 

(SW480met) 

SW620 


0.0 


0.0 


Testis Pool 


0.1 


0.2 


Colon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 


0.0 


0.0 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


0.0 


0.0 


Colon ca. CaCo-2 


0.0 1 


0.0 


Placenta 


0.0 


0.0 


Colon cancer 
tissue 


0.1 


0.0 


Uterus Pool 


0.0 


0.0 


Colon ca. 
SW1116 


0.0 


0.0 


Ovarian ca. 
OVCAR-3 


o:o 


0.0 


Colon ca. Colo- 
205 


0.0 


0.0 


Ovarian ca. 
SK-OV-3 


0.0 


0.0 


Colon ca. SW-48 


0.0 


0.0 


Ovarian ca. 
OVCAR-4 


0.1 


0.0 


Colon Pool 


0.6 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.1 ! 


0.0 


Ovarian ca. 

IvjKU V - 1 


0.0 


0.0 


Stomach Pool 


0.0 


0.0 


Ovarian ca. 


2.8 


2.2 


Bone Marrow 

r OOl 


0.0 i 


0.1 


Ovary 


0.7 


0.6 


Fetal Heart 


0.0 


0.0 


Breast ca. 
MCF-7 


0.0 


0.0 


Heart Pool 


0.0 5 


0.0 


Breast ca. 

MDA-MB- 

231 


0.0 


A A 

0.0 


Lymph Node 
Pool 


0.1 


U.U 


Breast ca. BT 
549 


0.6 


0.8 


Fetal Skeletal 
Muscle 


0.0 


0.0 
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Breast ca. 


0.0 


0.0 


Skeletal Muscle 

"OOl 


0.0 


0.0 


Breast ca. 
MDA-N 


0.0 


0.0 


Spleen Pool 


0.4 


0.2 


Breast Pool 


0.0 


0.1 


Thymus Pool 


0.0 


0.0 


Trachea 


0.2 


0.1 


CNS cancer 
(glio/astro) U87- 
MG 


0.0 


0.0 


Lung 


0.0 


0.0 


CNS cancer 
(glio/astro) U- 
118-MG 


0.0 


0.0 


Fetal Lung 


0.2 


0.1 


CNS cancer 
(neuro;met) SK- 
N-AS 


0.0 


0.0 


Lung ca. NCI- 
N417 


0.0 


0.0 


CNS cancer 
(astro) SF-539 | 


0.0 


0.0 


Lung ca. LX- 
1 


0.0 


0.0 


CNS cancer 
(astro) SNB-75 


0.0 


0.0 


Lung ca. NCI- 
H146 


0.0 


0.0 


CNS cancer 
(glio) SNB-19 


0.0 


0.0 


Lung ca. 
SHP-77 


0.0 


0.0 


CNS cancer 
(glio) SF-295 


0.1 | 


0.1 


Lung ca. 
A549 


0.0 


0.1 


Brain 

(Amygdala) Pool \ 


0.4 


0.4 


Lung ca. NCI- 
H526 


2.0 


0.0 


Brain 

(cerebellum) 


1.4 


1.0 


Lung ca. NCI- 
H23 


0.7 


0.6 


Brain (fetal) 


0.7 


0.4 


Lung ca. NCI-i 
H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.5 i 


0.7 


Lung ca. 
HOP-62 


0.1 


0.2 


Cerebral Cortex 
Pool 


1.4 ! 


1.5 


Lung ca. NCI- 

X13ZZ 


0.0 


0.0 


Brain (Substantia 
nigra^ rooi 


1.4 


1.4 


Liver 

; 


28.7 


24.1 


Brain (Thalamus) 

rOOl 


1.1 


0.9 


Fetal Liver 


1UU.U 


1 nn n 


Drain jwnoiej 


A 1 


"X 7 


Liver ca. 
riepvjz 


29.5 


26.2 


Spinal Cord Pool 


0.1 


0.2 


Kidney Pool 


0.0 


0.0 


Adrenal Gland 


2.6 


1.9 


Fetal Kidney 


0.1 


0.1 


Pituitary gland 
Pool 


0.0 


0.2 


Renal ca. 786- 
0 


0.0 


0.0 


Salivary Gland 


40.9 


35.1 


Renal ca. 


0.0 


0.0 


Thyroid (female) 


0.0 


0.0 
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A498 




.......... - '- 








Renal ca. 
ACHN 


0.0 


0.0 


rancreatic ca. 
CAPAN2 


0.5 


0.8 


Renal ca.UO- 

31 1 


0.0 


0.0 


Pancreas Pool 


0.0 


0.0 



Table RF . General_screening_panel_vl.5 



Tissue Name j 


Rel: Exp.(%) Ag5818, 
Run 245382899 


Tissue Name 


Rel. Exp.(%) Ag5818, 
Run 245382899 


Adipose 


0.0 


Renal ca. TK-10 


13.4 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO HI 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


' 0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


1.4 


Colon ca.* (SW480 
met) SW620 


0.0 


Testis Pool 


0.5 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca.HCT- 116 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.4 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 




v^Oion ca. i^oio-zu d 


ft ft 


Ovarian ca. SK-OV- 1 

3 


0.1 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


1.9 


Bone Marrow Pool 


0.0 


Ovary 


0.3 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.0 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


0.0 
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Breast ca BT 549 3 


0.4 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D j 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. jvlua-jn j 


fi fi 
u.u 


opieen rooi 


fi 7 
u. / 


Breast Pool ] 


0.0 


Thymus Pool 


0.0 


Trachea J 


0.2 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung j 


0.2 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lungca.NCI-N417 j 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 j 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-H146 

. , — _ _J_ 


0.0 


CNS cancer (glio) 

QXTR. 1 Q 


0.0 


Lung ca. SHP-77 


0.0 


P'XTC nonpar frrl ir^ CT7 

uino cancer ^gnoj or - 
295 


0.0 


Lung ca. A549 | 


0.2 


Brain (Amygdala) Pool 


0.7 


T nnrr KFPT tK7A ! 

idling ca. iN^i-xijzo j 


u.u 


Dunn ^cercQCiiurnj 


1 1 

1*1 


T iinn r>o MPT U01 1 

i^ung ca. JNUi-nzj j 


1 .3 


"Drain ( $e*\r\W 

orain ^ieiai ) 


ft R 

U.O 


Lungca.NCI-H460 


0.0 j 


Brain (Hippocampus) 

X^OOl 


0.6 


i-iing ca. riKJr-oz j 


fi fi 


v,ereorai voncx jtooi 


1 7 


Lung ca. NCI-H522 


0.0 


rsrain (pUDStaniia nigraj 
Pool 


1.2 


Liver ] 


40.3 


Brain (Thalamus) Pool 


1.3 


Fetal Liver j 


100.0 


Brain (whole) 


5.6 


Liver ca HeoG2 1 


33.2 


Spinal Cord Pool 


0.3 


Kidney Pool ] 


0.0 


Adrenal Gland 


6.0 


Fetal Kidnev 1 


o.o 


Pituitary gland Pool 


0.2 


Renal ca. 786-0 j 


0.0 


Salivary Gland 


67.4 


Renal ca. A498 j 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN j 


0.0 


Pancreatic ca. CAPAN2 


0.7 


Renal ca.UO-31 j 


0.0 


Pancreas Pool 


0.0 



Table RG. Panel 4. ID 





Rel. 


Rel. 




Rel. 


Rel. 




Exp.(%) 


Exp.(%) 




Exp.(%) 


Exp.(%) 


Tissue Name 


Ag3692, 


AgS818, 


Tissue Name 


Ag3692, ! 


Ag5818, 




Run 


Run 




Run 


Run 




169987356 


246920287 




169987356 | 


246920287 


Secondary Thl act 


0.0 


0.0 


HUVEC IL-lbeta 


0.0 


0.0 
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Secondary Th2 act 


0.0 


0.0 


HUVEC IFN 
gamma 


0.0 


0.0 


Secondary Trl act 


0.0 


0.0 


HUVEC TNF 
alpha* IFN 
gamma 


0.0 


0.0 


Secondary Thl rest 


0.0 


0.0 


HUVEC TNF 
alpha + IL4 


0.0 


0.0 


Secondary Th2 rest 


0.0 


0.0 


HUVEC IL-11 


0.0 


0.0 


Secondary Trl rest 


0.0 


0.0 


Lung 

Microvascular EC 
none 


0.0 


0.0 


Primary Thl act 


0.0 


0.0 


Lung 

Microvascular EC 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


Primary Th2 act 


0.0 


0.0 


Microvascular 
Dermal EC none 


11.3 


0.0 


Primary Trl act 


4.2 


0.0 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


Primary Thl rest 


0.0 


0.0 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


28.5 


0.0 


Primary Th2 rest 


0.0 


0.0 


Small airway 
epithelium none 


5.7 


0.0 


Primary Trl rest 


0.0 


0.0 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


CD45RA CD4 
lymphocyte act 


3.9 


0.0 


Coronery artery 
SMC rest 


0.0 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


0.0 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


0.0 


0.0 


CD8 lymphocyte 
act 


0.0 


0.0 


Astrocytes rest 


0.0 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


0.0 


Astrocytes 
TNFalpha + IL- 
lbeta 


0.0 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


0.0 


KU-812 
(Basophil) rest 


3.6 


24.3 


CD4 lymphocyte 
none 


0.0 


0.0 


KU-812 

(Basophil) 

PMA/ionomycin 


4.3 


0.0 


2ry 


0.0 


0.0 


CCD 11 06 


10.7 


0.0 
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Thl/Th2/Trl anti- 
CD95 CHI 1 






(Keratinocytes) 
none 






LAK cells rest 


0.0 


o.o : 


CCD1106 
(Keratinocytes) 
TNFalpha + IL- 

1 Koto 


0.0 


0.0 


LAK cells IL-2 


0.0 


0.0 


Liver cirrhosis 


94.0 


27.5 


LAK cells IL-2+IL-j 
12 


0.0 


0.0 


NCI-H292 none 


0.0 


0.0 


LAK cells DL- 
2+EFN gamma 


0.0 


0.0 


NCI-H292 IL-4 


0.0 


0.0 


LAK cells IL-2+ 
IL-18 


0.0 


0.0 


NCI-H292 IL-9 


0.0 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


0.0 


NCI-H292 IL-13 


0.0 


0.0 


NK Cells IL-2 rest 


0.0 


0.0 


NCI-H292 IFN 
gamma 


0.0 


0.0 


Two Way MLR 3 
day 


0.0 


0.0 


HPAEC none 


0.0 


0.0 


Two Way MLR 5 
day 


3.2 


0.0 


HPAECTNF 
alpha + IL-1 beta 


0.0 


0.0 


Two Way MLR 7 
day 


0.0 


0.0 


Lung fibroblast 
none 


0.0 


0.0 


PBMC rest 


0.0 


0.0 


Lung fibroblast 
TNF alpha + IL-1 
beta 


0.0 


0.0 


PBMC PWM 


0.0 


0.0 


Lung fibroblast 
IL-4 


0.0 


0.0 


PBMC PHA-L 


0.0 


0.0 


Lung fibroblast 
IL-9 


0.0 


0.0 


Ramos (B cell) 
none 


0.0 


0.0 


Lung fibroblast 
EL-13 


0.0 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


0.0 


Lung fibroblast 
IFN gamma 


0.0 


0.0 


B lymphocytes 
PWM 


0.0 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


0.0 


B lymphocytes 
CD40L and IL-4 


0.0 


0.0 


Dermal fibroblast 
CCD 1070 TNF 
alpha 


0.0 


0.0 


EOL-1 dbcAMP 


0.0 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 
beta 


0.0 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


0.0 


Dermal fibroblast 
IFN gamma 


0.0 


0.0 


Dendritic cells 
none 


0.0 


0.0 


Dermal fibroblast 
IL-4 


0.0 


0.0 
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Dendritic cells LPS 


0.0 


0.0 


Dermal 

riDroDiasts rest 


0.0 


0.0 


r - : — — 

Dendritic cells anti- 

CD40 


0.0 


0.0 


Neutrophils 
TNFa+LPS 


0.0 


0.0 


Monocytes rest 


0.0 


0.0 


Neutronhils rest 


0.0 


0.0 


Monocvte^ LPS 


0.0 


0.0 


Colon 


0.0 


0.0 


Macrophages rest 


' 0.0 


0.0 


Lung 


0.0 


0.0 


Macrophages LPS 


0.0 


0.0 


Thymus 


2.4 


0.0 


HUVEC none 


0.0 


0.0 


Kidney 


100.0 


100.0 


HUVEC starved 


0.0 


0.0 









Table RH. Panel 5 Islet 



Tissue Name 


Rel. Exp.(%) 
Ag3326, Run 


Tissue Name 


Rel. Exp.(%) 
Ag3326, Run 


97457_Patient- 

11/ crr\ aHinncp 
vZ-gU aUipUow 


0.0 


94709_Donor 2 AM - A_adipose 


0.2 


97476_Patient- 

U f SK SKClCldl UlUSClC 


0.0 


947 1 0_Donor 2 AM - B_adipose ; 


0.0 


97477_Patient- 

\j/u.i uLcrus 


0.0 


947 1 1 JDonor 2 AM - C_adipose i 


0.0 


97478_Patient- 

\) / pi piaCwllla 


0.0 


947 1 2_Donor 2 AD - A_adipose \ 


0.0 


991 67_Bayer Patient 1 


0.3 


947 1 3_Donor 2 AD - B_adipose ] 


0.0 


97482_Patient- 
08ut_uterus 


0.0 


* 

947 1 4_Donor 2 AD - C_adipose 


0.0 


97483_Patient- 
08pl_placenta 


0.0 


AiTiA T""X 1 TT 

94742 JDonor 3 U - 
A_Mesenchymal Stem Cells 


0.0 


97486_Patient- 
09sk_skeletal muscle 


0.0 


94743_Donor3U- 
BMesenchymal Stem Cells 


0.0 


97487_Patient- 
09ut_uterus 


0.0 


94730JD6nor 3 AM - A_adipose : 


0.0 


97488_Patient- 
09pl_placenta 


0.0 


9473 1 JDonor 3 AM - B_adipose j 


0.0 


97492_Patient- 
10ut_uterus 


0.0 


94732 _Donor 3 AM - C_adipose ! 


0.0 


97493_Patient- 
10pl_placenta 


0.0 


94733 JDonor 3 AD - A_adipose 


0.0 


97495_Patient- 
llgo_adipose 


0.0 


94734_Donor 3 AD - B_adipose \ 


0.0 


97496_Patient- 

1 lsk_skeletal muscle 


0.0 


94735 JDonor 3 AD - C_adipose \ 


0.0 


97497 J>atient- 
llut_uterus 


0.0 


7713 8_Li ver_HepG2untreated 


100.0 
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97498_Patient- 
1 lpl_placenta 


0.0 


73556_HearTCardiac stromal 
cells (primary) 


0.0 


97500_Patient- 
12go_adipose 


0.1 


81 735_Small Intestine 


39.5 


97501_Pattent- 
12sk skeletal muscle 


0.3 


72409_Kidney_Proximal 
Convoluted Tubule 


0.0 


97502_Patient- 
12ut_uterus 


0.0 


82685_Small intestineDuodenum 


0.0 


97503_Patient- 
12pl_placenta 


0.0 


90650_Adrenal_Adrenocortical 
adenoma 


0.0 


94721_Donor2U- 
A_Mesenchymal Stem 
Cells 


0.0 


72410_Kidney_HRCE 


0.0 


94722_Donor2U- 
B_Mesenchymal Stem 
Cells 


0.0 


7241 l_Kidney_HRE 


0.0 


94723_Donor2U- 
C Mesenchymal Stem 
Cells 


0.0 


73 139_Uterus_Uterine smooth 
muscle cells 


0.0 



CNS_neurodegeneration_vl.O Summary; Ag3326/Ag3692 - Three experiments done with 
two primer pairs (same sequence) are in excellent agreement. This panel confirms the 
expression of this gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. Ag5818 Results from one experiment are not included. The amp plot indicates that 
there were experimental difficulties with this run. 

General_screening_panel_vl.4 Summary: Ag3326/Ag3692 Two experiments with the 
same probe and primer set produce results that are in excellent agreement. This gene is highly 
expressed in fetal liver (CT=26.5-27.0) and moderately expressed in adult liver (CT=28.5- 
28.8) and liver cancer cell line HepG2 (CT=28.4-28.8). This result agrees with the results seen 
in Panel 5 (expression in HepG2 (CT=29.2). These results are in agreement with published 
data that show a novel sodium dicarboxylate transporter in brain, choroid plexus kidney, 
intestine and liver. Thus, expression of this gene could be used to differentiate between these 
samples and other samples on this panel and as a marker for liver derived tissue. 

This gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, and cerebral cortex. Therefore, this gene may play a 
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role in central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 



Low but significant levels of expression are also seen in the adrenal gland. Thus, this 
gene product may also be involved in metabolic disorders of this gland, including 
adrenoleukodystrophy and congenital adrenal hyperplasia. 

References: 

1. Pajor AM, Gangula R, Yao X. Cloning and functional characterization of a high- 
affinity Na(+)/dicarboxylate cotransporter from mouse brain. Am J Physiol Cell Physiol 2001 
May;280(5):C1215-23. 

2. Chen XZ, Shayakul C, Berger UV, Tian W, Hediger MA. Characterization of a rat 
Na+-dicarboxylate cotransporter. J Biol Chem 1998 Aug 14;273(33):20972-81. 

General screening panel vl. 5 Summary: Ag5818 Results using this primer pair are in 
excellent agreement with the results seen in panel 1.4. See Panel 1.4 for discussion. 

Panel 4.1D Summary: Ag3692 Significant expression of this gene is seen only in kidney and 
a liver cirrhosis sample (CTs=34.0). These resulis confirm that this gene is expressed in liver 
derived samples. The presence in the kidney is also in agreement with published results. 
Please see Panel 1 .4. This gene product may be involved in maintaining or restoring normal 
function to the kidney during inflammation. 

Panel 4D Summary: Ag3326 Results from one experiment are not included. The amp plot 
indicates that there were experimental difficulties with this run. 

Panel 5 Islet Summary: Ag3326 The highest expression of this gene is in liver cancer cell 
line HepG2 (CT=29.2). There is also moderate expression in the small intestine (CT=30.5). 
These results compare well with previously published reports of sodium dicarboxylate 
transporter expression in mouse and rat (see discussion Panel 1 .4). 

S, CG57732-01 and CG57732-02 and CG57732-03: CA2+/CALMODULIN- 
DEPENDENT PROTEIN KINASE IV KINASE 

Expression of gene CG57732-01 and full length clones CG57732-02 and CG57732-03, 
was assessed using the primer-probe set Ag3317, described in Table SA. Results of the RTQ- 
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PGR runs are shown in Tables SB, SC arid SD. Please note CG57732-03 represents a splice 
variant of CG57732-01. 



Table SA . Probe Name Ag33 1 7 



Primers 


Sequences 


Length 


Start j 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ggcctacaacgaaagtgaaga-3 1 


21 j 


451 


447 


Probe 


TET-5' -cagacactatgcaatgaaagtcctttcca- 
3 ■ -TAMRA 


29 j 


472 


448 


Reverse 


5 ' -ggaaagccatactgcttcagta-3 ' 


22 j 


510 


449 



Table SB . CNSjneurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3317, 
Run 210144081 


Tissue Name 


Rel. Exp.(%) 
Ag3317, Run 
210144081 


AD I Hippo 


10.7 


Control (Path) 3 
Temporal Ctx 


4.1 


AD 2 Hippo 


23.7 


Control (Path) 4 
Temporal Ctx 


42.6 


AD 3 Hidoo 


4.5 


AD 1 Occioital Ctx '■ 

M. 11/ X \/VVll/ll>Ul X_*/ 


12.5 


AD 4 Hippo 


7.5 


AD 2 Occipital Ctx j 
fMissinf?^ 


0.0 


AD 5 hippo 


97.9 


AD 3 Occipital Ctx 


5.4 


fwj o nippo 


95 7 

LJ. 1 




1 0.*T 


Control 2 Hippo 


24.8 


AD 5 Occipital Ctx I 


21.8 


Control 4 Hippo 


4.3 


AD 6 Occipital Ctx 1 


58.6 


Control (Path) 3 Hippo 


2.8 


Control 1 Occipital 
Ctx 


1.5 


AD 1 Temporal Ctx 


10.4 


Control 2 Occipital \ 
Ctx 


94.0 


AD 2 Temporal Ctx 


35.8 j 


Control 3 Occipital i 
Ctx 


21.5 


AD 3 Temporal Ctx 


5.8 


Control 4 Occipital \ 
Ctx 


2.6 


AD 4 Temporal Ctx 


23.2 j 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


88.9 


Control (Path) 2 
Occipital Ctx 


13.8 


AD 5 SupTemporal 
Ctx 


26.6 


Control (Path) 3 
Occipital Ctx 


0.9 


AD 6 Inf Temporal 
Ctx 


39.5 ; 


Control (Path) 4 
Occipital Ctx 


19.6 
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AD 6 Sup Temporal 
Ctx 


47.3 . ■■{ 


Control 1 Parietal 
Ctx 


4.9 


Control 1 Temporal 
Ctx 


4.4 


Control 2 Parietal 
Ctx 


33.0 


Control 2 Temporal 
Ctx 


63.3 


Control 3 Parietal 
Ctx 


27.4 


Control 3 Temporal 
Ctx 


20.4 


Control (Path) 1 
Parietal Ctx 


95.9 


Control 4 Temporal 
Ctx 1 


8.7 


Control (Path) 2 
Parietal Ctx 


24.5 


Control (Path) 1 
Temporal Ctx 


77.4 


Control (Path) 3 
Parietal Ctx 


2.0 


Control (Path) 2 
Temporal Ctx 


38.7 


Control (Path) 4 
Parietal Ctx 


51.8 



Table SC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3317, 


Tissue Name 


Rel. Exp.(%) Ag3317, 
Run 21 


Adipose 


2.4 


Renal ca. TK-10 


14.2 


Melanoma* 
Hs688(A).T 


6.2 


Bladder 


10.5 


Melanoma* 
Hs688(B).T 


7.9 


Gastric ca. (liver met.) 
NCI-N87 


22.2 


Melanoma* Ml 4 i 


loo 


ijastnc ca. KA1U ill 


zJ.U 


Melanoma* 
LOXIMVI 


9.4 


Colon ca. SW-948 


11.1 


Melanoma* SK- 
MEL-5 


9.8 


Colon ca. SW480 


20.9 


Squamous cell 
carcinoma SCC-4 


1.6 


Colon ca* (SW480 
met) SW620 I 


21.6 


Testis Pool 1 


13.1 


Colon ca. HT29 


11.3 


Prostate ca.* (bone j 
met) PC-3 


6.4 


Colon ca.HCT-1 16 


27.0 


Prostate Pool 


3.1 


Colon ca. CaCo-2 


1.6 


Placenta 


1.8 


Colon cancer tissue 


11.3 


Uterus Pool 


3.9 


Colon ca. SW1 116 


9.7 


Ovarian ca. 
OVCAR-3 


11.6 


Colon ca. Colo-205 


1.7 


Ovarian ca. SK-OV- ! 

3 j 


18.7 


Colon ca. SW-48 


8.8 


Ovarian ca. 
OVCAR-4 


3.4 


Colon Pool 


17.1 


Ovarian ca. 
OVCAR-5 


17.2 


Small Intestine Pool 


21.2 
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Ovarian ca. IGROV- 

1 


6.2 


Stomach Pool 


5.3 


Ovarian ca. 
OVCAR-8 


4.7 


Bone Marrow Pool 


5.1 


Ovary 


o o 


retai Heart 


0.0 


breast ca. MLr-/ 


A 1 
O.l 


Heart rooi 


c /I 


breast ca. MDA- 
MB-23 1 


20.3 


Lymph Node Pool 


13.4 


Breast ca RT 549 


7.4 


Fetal Skeletal Muscle 


2.6 


Breast ca. T47D 


37.9 


Skeletal Muscle Pool 


2.3 


breast ca. MDA-N 


y.o 


bpieen Fool 


2.o 


Breast Pool 


12.0 


Thymus Pool 


9.0 


Trachea 


17.2 


CNS cancer (glio/astro) 
U87-MG 


66.4 


Lung 


0.7 


CNS cancer (glio/astro) 
U-118-MG 


53.2 


Fetal Lung 


6.0 


CNS cancer 
(neuro;met) SK-N-AS 


4.6 


Lungca.NCI-N417 


16.5 


CNS cancer (astro) SF- 
539 


17.2 


Lungca. LX-1 


20.9 


CNS cancer (astro) 
SNB-75 


21.5 


Lung ca. NCI-H146 


7.0 


CNS cancer (glio) 
SNb-19 


5.1 


Lung ca. SHP-77 


23.0 


CNb cancer (glioj hr- 
295 

4* J J 


12.2 


Lung ca. A549 


23.7 


Brain (Amygdala) Pool 


46.3 


Lung ca. NC1-H526 


A A 

4.4 


Brain (cerebellum) 


92.7 


Lung ca. IMLl-rl23 


c o 


brain (tetalj 




Lung ca. NCI-H460 I 


10.3 


Brain (Hippocampus) 

r 001 . 


42.9 


Lung ca. rlUr-oz 


7.0 


Cerebral uortex rool 


1UU.U 


Lungca. NCI-H522 


2.9 


Brain (Substantia nigra) 
Pool 


76.3 


Liver 


0.1 


Brain ^Thalamus") Pool 


63.7 


Fetal Liver \ 


1.3 1 


Brain ( wholes 


56.6 


Liver ca HeoG2 


1.4 


Soinal Cord Pool 


9.3 


Kidnev Pool 


26.2 


Adrenal Gland 


16.2 


Fetal Kidnev 


3.5 


Pituitarv f?land Pool 


16.4 


Renal ca. 786-0 


26.4 


Salivary Gland 


13.4 


Renal ca. A498 | 


14.2 


Thyroid (female) 


6.3 


Renal ca. ACHN 


33.2 


Pancreatic ca. CAPAN2 


2.6 


Renal ca. UO-31 


4.3 


Pancreas Pool 


19.6 
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Table SD. Panel 4D ' 



Tissue Name 


Rel. Exp.(%) 
Ag3317,Run 
164683049 


Tissue Name 


Rel. Exp.(%) 
Ag3317, Run 
lo4oo3U4y 


Secondary Thl act 


21.6 


HUVEC IL-lbeta 


3.6 


Secondary Th2 act 


23.2 


HUVEC IFN gamma 


12.5 


Secondary Trl act 


22.8 


HUVEC TNF alpha + IFN 
gamma 


2.9 


Secondary Thl rest 


12.7 


HUVEC TNF alpha + IL4 


9.0 


Secondary Th2 rest 


9.3 


HUVEC IL-11 


4.0 


Secondary Trl rest 


33.7 


Lung Microvascular EC 
none 


24.3 


Primary Thl act 


44.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


11.3 


Primary Th2 act 


49.3 


Microvascular Dermal EC 
none 


41.5 


Primary Trl act 


74.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


17.2 


Primary Thl rest 


38.2 


Bronchial epithelium 
TNFalpha + ILlbeta 


31.2 


Primary Th2 rest 


44.4 


Small airway epithelium 
none 


8.0 


Primarv Trl rest 


50.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


11.1 


CD45RACD4 
lymphocyte act 


41.2 


Coronerv arterv SMC rest 


20.6 


CD45RO CD4 
lymphocyte act 


25.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


19.6 


CD8 lymphocyte act 


17.8 


Astrocytes rest 


14.7 


Secondary CD8 
lymphocyte rest 


21.8 


Astrocytes TNFalpha + 
IL-lbeta 


11.0 


Secondary CD8 
lymphocyte act 


7.4 


KU-812 (Basophil) rest 


2.1 


CD4 lvmnhocvte none 


21.8 


KU-812 (Basophil) 
PMA/ionomycin 


12.9 


2ryThl/Th2/Trl anti- 
CD95 CH11 


5.8 


CCD 1 106 (Keratinocytes) 
none 


30.6 


LAK cells rest 


51.1 


CCD 1 106 (Keratinocytes) 
iiNraipna + iLi-ioeia 


23.7 


LAK cells IL-2 


7.0 


Liver cirrhosis 


0.8 


LAK cells IL-2+IL-12 


25.5 


Lupus kidney 


2.2 


LAK cells IL-2+IFN 
gamma 


35.4 


NCI-H292 none 


33.7 


LAK cells IL-2+IL- 18 | 


28.7 


NCI-H292 IL-4 


43.5 
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PMA/ionomycin 


20.6 


NCI-H292 IL-9 


36.3 


NK Cells IL-2 rest 


13.5 


NCI-H292 IL-13 


35.6 


i wo w ay ivii^iN. j uay 




Nrt-H292 TFN gamma 


24 1 


i wo w ay ivLLriv j uay 


9 6 


HP AFP none 


22 8 


Two Way MLR 7 day 


10.6 


HPAEC TNF alpha + IL-1 

DC la 


8.3 


P"RA^P rt*ct 
rDiVi\^ resi 


19 0 


I^UIlg llLMUUlaal I1UI1C 


1 1 R 


PBMC PWM 


24.7 


T ii tier "fltvrrthlact * 1 M dlnVia 
l^UJIg llUIUDlaaL liNT aipila 

+ IL-l beta 


1.2 






T iincr filvrnVilnct TT -A 


19 2 


Ramos (B cell) none 


1.5 


Lung fibroblast IL-9 


12.1 


Ramos (B cell) 
ionomycin 


0,0 


Lung fibroblast IL- 1 3 1 


14.8 


B lymphocytes PWM 


41.2 


Lung fibroblast IFN 
gamma 


17.2 


B lymphocytes CD40L 
and IL-4 


14.5 


Dermal fibroblast 
CCDl 070 rest 


100.0 


EOL-1 dbcAMP 


20.0 


Dermal fibroblast 
CCD1070 TNF alpha 


57.8 


EOL-1 dbcAMP 
r iy Lf\i l onom y c in 


60.3 


Dermal fibroblast 

vV^L/lv/U 1L"1 tJCla 


14.2 


Dendritic cells none 


55.5 


Dermal fibroblast IFN 

CTCkYY\TY\ Q 

gdlllllla 


24.1 


Flfvnrtritir> r»^11c T PQ 




TlATm o 1 Tir\ivkn1 act TT —A 
UCl lllal ilDlAJDlaSl lL"t 


J7.U 


ucnuniiw cciib aim- , 
CD40 


74.7 


IBD Colitis 2 


1.6 


Monocytes rest 


48.0 


IBD Crohn's 


2.7 


Monocytes LPS 


15.4 


Colon 


19.1 


Macrophages rest 


98.6 


Lung 


14.4 


Macrophages LPS 


5.6 


Thymus 


10.5 


HUVEC none 


27.9 


Kidney 


100.0 


HUVEC starved 


27.0 







CNS_neurodegeneration_vl.O Summary: Ag3317 - This panel does not show differential 
expression of this gene in Alzheimer's disease. However, this expression profile confirms the 
presence of this gene in the brain. Please see Panel 1.4 for discussion of utility of this gene in 
the central nervous system. 



General_screening_panel_vl.4 Summary: Ag3317 - There is low to moderate expression 
this gene across all samples on this panel. This gene is expressed at moderate levels 
throughout the CNS, including in amygdala, substantia nigra, thalamus, cerebellum, and 
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cerebral cortex. Highest expression is observed in the cerebral cortex (CT=29.0). This gene 
encodes a calmodulin-dependent protein kinase IV homolog, which is known to play a role in 
Ca2+ signaling in the CNS that controls neuronal growth, differentiation, and plasticity. Mice 
deficient in calmodulin-dependent protein kinase IV were found to have cerebellar defects. 
Therefore, this gene may play a role in central nervous system disorders such as Parkinson's 
disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

This gene product is also expressed in adipose, pancreas, adrenal, thyroid, pituitary, 
skeletal muscle, heart, and liver. This widespread expression in tissues with metabolic function 
suggests that this gene product may be important for the pathogenesis, diagnosis, and/or 
treatment of metabolic and endocrine diseases, including obesity and Types 1 and 2 diabetes. 

Based on expression in this panel, this gene may be also be involved in gastric, 
pancreatic, brain, colon, renal, lung, breast, ovarian and prostate cancer as well as melanomas. 
Thus, expression of this gene could be used as a diagnostic marker for the presence of these 
cancers. Furthermore, therapeutic inhibition using antibodies or small molecule drugs might be 
of use in the treatment of these cancers. 

References: 

1. Okuno S, Kitani T, Fujisawa H. Evidence for the existence of Ca2+/calmodulin- 
dependent protein kinase IV kinase iso forms in rat brain. J Biochem (Tokyo) 1996 
Jun;119(6):l 176-81. 

2. Ribar TJ, Rodriguiz RM, Khiroug L, Wetsel WC, Augustine GJ, Means AR. 
Cerebellar defects in Ca2+/calmodulin kinase IV-deficient mice. J Neurosci 2000 Nov 
15;20(22):RC107. 

Panel 4D Summary: Ag3317 - This gene was found to have low expression across almost all 
the samples on this panel, with the highest level of expression seen in kidney and resting 
dermal fibroblasts (CTs=32). Expression of Ca2+/calmodulin-dependent kinase type IV in 
thymocytes has been found in mice, where it plays a role in Ca2+-dependent gene 
transcription. 

Reference 
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1. Raman V, Blaeser F, Ho N, Engle DL, Williams CB, Chatila TA. Requirement for 
Ca2+/calmodulin-dependent kinase type IV/Gr in setting the thymocyte selection threshold. J 
. Immunol 2001 Dec l;167(ll):6270-8. 

T. CG57709-01: Novel mitochondrial protein 

Expression of gene CG57709-01 was assessed using the primer-probe set Ag3323, 
described in Table TA. Results of the RTQ-PCR runs are shown in Tables TB, TC and TD. 



Table TA . Probe Name Ag3323 



Primers 


Sequences 


j Length J 


Start 
Position 


I SEQID 
j NO: 


Forward i 


5 ' -atgtgcagaggatacgcatg-3 ' 




589 


| 450 


Probe 


TET-5 ' -tgcaaaacaggaagacaaaggaaggg-3 ' - 
TAMRA 


1 26 I 


626 


j 451 


Reverse 


5 * -tggttctggcattctagacg-3 ' 


I » 1 


665 


| 452 



Table TB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3323, 
Run 210144152 


Tissue Name 


Rel. Exp.(%) Ag3323, 
Run 210144152 


AD 1 Hippo 


22.5 


Control (Path) 3 
Temporal Ctx 


5.2 


AD 2 Hippo 


29.5 


Control (Path) 4 
Temporal Ctx 


32.5 


AD 3 Hippo 


6.9 


AD 1 Occipital Ctx 


18.6 


AD 4 Hippo 


7.4 


AD 2 Occipital Ctx \ 
(Missing) 


0.0 


AD 5 hippo 


82.4 


AD 3 Occipital Ctx 


7.6 


AD 6 Hippo 


66.4 


AD 4 Occipital Ctx 


17.8 


Control 2 Hippo 


27.5 


AD 5 Occipital Ctx 


30.8 


Control 4 Hippo j 


11.9 


AD 6 Occipital Ctx 


48.6 


Control (Path) 3 
Hippo 


8.4 


Control 1 Occipital 
Ctx 


4.0 


AD 1 Temporal Ctx 


18.6 


Control 2 Occipital 
Ctx 


58.2 


AD 2 Temporal Ctx 


30.6 


Control 3 Occipital 
Ctx 


14.2 


AD 3 Temporal Ctx 


7.6 


Control 4 Occipital 
Ctx 


6.6 


AD 4 Temporal Ctx 


21.5 


Control (Path) 1 
Occipital Ctx 


70.7 
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AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


12.6 


AD 5 SupTemporal 
Ctx 


42.6 


Control (Path) 3 
Occipital Ctx 


2.4 


AD 6 Inf Temporal 
Ctx 


48.6 


Control (Path) 4 
Occipital Ctx 


14.6 


AD 6 Sup Temporal 
Ctx 


42.0 


Control 1 Parietal 
Ctx 


6.5 


Control 1 Temporal 
Ctx 


6.3 


Control 2 Parietal 
Ctx 


48.0 


Control 2 Temporal ; 
Ctx 


39.0 


Control 3 Parietal 
Ctx 


19.6 


Control 3 Temporal \ 
Ctx 


13.1 


Control (Path) 1 
Parietal Ctx 


61.1 


Control 4 Temporal i 
Ctx | 


8.9 


Control (Path) 2 
Parietal Ctx 


19.3 


Control (Path) 1 
Temporal Ctx 


53.6 


Control (Path) 3 
Parietal Ctx 


3.8 


Control (Path) 2 
Temporal Ctx 


34.2 


Control (Path) 4 
Parietal Ctx 


42.6 



Table TC. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag3323, 
Run 165678151 


Tissue Name 


Rel. Exp.(%) Ag3323, 
Run 165678151 


Liver adenocarcinoma 


25.0 


Kidney (fetal) 


6.5 


Pancreas 


12.8 


Renal ca. 786-0 


14.3 


Pancreatic ca. CAP AN 
2 


24.5 


Renal ca. A498 


34.2 


Adrenal gland 


12.2 


Renal ca. RXF 393 


14.2 


Thyroid 


6.9 


Renal ca. ACHN 


12.9 


Salivary gland 


14.0 


Renal ca.UO-31 


48.6 


Pituitary gland 


10.1 


Renal ca. TK-10 


7.2 


Brain (fetal) 


13.7 


Liver 


20.2 


Brain (whole) 


29.7 


Liver (fetal) 


22.1 


Brain (amygdala) 


21.3 


Liver ca. 

(hepatoblast) HepG2 


21.3 


Brain (cerebellum) 


24.7 


Lung 


6.7 


Brain (hippocampus) 


25.7 


Lung (fetal) 


14.8 


Brain (substantia nigra) 


20.0 


Lung ca. (small cell) 
LX-1 


39.8 


Brain (thalamus) 


27.2 


Lung ca. (small cell) 
NCI-H69 


25.0 


Cerebral Cortex 


33.0 


Lung ca. (s.cell var.) 


42.3 
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SHP-77 




Spinal cord 


16.5 


Lung ca. (large 
cell)NCI-H460 


25.7 


glio/astro U87-MG ! 


8.9 


Lung ca. (non-sm. 
cell) A549 


12.0 


glio/astroU-118-MG i 


100.0 


Lung ca. (non-s.cell) 
NCI-H23 


9.1 


astrocytoma SW1783 


14.6 


Lung ca. (non-s.cell) 
HOP-62 


9.5 


neuro*; met SK-N-AS j 


43.2 


Lung ca. (non-s.cl) 
NCI-H522 


10.7 


astrocytoma SF-539 \ 


13.9 


Lung ca. (squam.) 

our nnn 


12.4 


astrocytoma SNB-75 


29.7 


Lung ca. (squam.) 

iNLl-lioyo 


59.0 


glioma SNB-19 


13.5 


Mammary gland 


10.6 


glioma U251 


43.8 


Breast ca.* (pl.ef) 
MCF-7 


46.3 


glioma SF-295 


17.7 


Breast ca.* (pl.ef) 

A/m A A/TD Oil 


31.6 


Heart (fetal) 


22.7 


rsreasi ca. (pi.eij 
T47D 


15.1 


Heart 


14.5 


Breast ca. BT-549 


54.0 


oiceletal muscle (tetai) : 


O.O 


creast ca. mjja-jn 


1 1 c 

1 1.3 


Skeletal muscle 


55.5 


Ovary 


8.7 


Bone marrow ! 


10.7 


Ovarian ca. OVCAR- 
3 


26.2 


Thymus 


5.5 


Ovarian ca. OVCAR- 
4 


21.6 


Spleen 


13.3 


Ovarian ca. OVCAR- 
5 


20.9 


Lymph node 


24.8 


Ovarian ca. OVCAR- 
8 


12.6 


Colorectal 


8.8 


Ovarian ca. IGROV- 

1 
1 


4.4 


Stomach 


15.1 


Ovarian ca.* (ascites) 
SK-OV-3 


23.5 


Small intestine 


2.6.3 


Uterus 


1 A 1 


Colon ca. SW480 


27.5 


Placenta 


6.9 


Colon ca.* 

b W620(bW48U met) 


17.6 


Prostate 


9.5 


Colon ca. HT29 


14.6 


r rob idic cd. ^oone 
met)PC-3 


17.7 


Colon ca.HCT-1 16 ; 


43.2 


Testis 


10.1 


Colon ca. CaCo-2 


12.7 


Melanoma 


7.6 
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xlSOooJ/yj. 1 




Colon ca. 
tissue(UL>U Jooo ) 


22.5 


Melanoma* (met) 
riSOoojoj. 1 


6.6 


Colon ca. HCC-2998 


25.2 


Melanoma UACC-62 


19.6 


Gastric ca.* (liver met) 
NCI-N87 


29.5 


Melanoma M14 


39.2 


Bladder 


6.1 


Melanoma LOX 
1MVT 


13.4 


Trachea 


13.2 


Melanoma* (met) 
SK-MEL-5 


21.2 


Kidney 


15.6 


Adipose 


6.5 



Table TP. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3323, Run 
165296416 


Tissue Name 


Rel. Exp.(%) 
Ag3323, Run 
165296416 


Secondary Thl act 


32.3 


HUVEC IL-lbeta 


3.8 


Secondary Th2 act 


22.8 


HUVEC IFN gamma 


12.0 


Secondary Trl act 


29.9 


HUVEC TNF alpha + IFN j 
gamma 


8.1 


Secondary Thl rest 


3.8 


HUVEC TNF alpha + IL4 j 


. 11.1 


Secondary Th2 rest 


4.3 


HUVEC IL-1 1 


8.4 


Secondary Trl rest 


6.0 


Lune Microvascular EC! 
none 


7.6 


Primary Thl act 


33.0 


Lunf? Microvascular FC! 
TNFalpha + IL-lbeta 


6.9 


Primary Th2 act 


25.0 


Microvascular Dermal EC \ 
none 


14.7 


Primary Trl act 


40.1 


Microsvasular Dermal EC j 
TNFalpha + IL-lbeta 


7.6 


Primary Thl rest 


17.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


17.3 


Primary Th2 rest 


11.6 


Small airway epithelium 
none 


6.6 


Primary Trl rest 


15.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


18.4 


CD45RA CD4 
lymphocyte act 


15.0 


Coronery artery SMC rest 


9.9 


CD45RO CD4 
lymphocyte act 


24.7 


Coronery artery SMC 
TNFalpha + IL-lbeta 


6.5 


CD8 lymphocyte act 


19.3 


Astrocytes rest 


5.1 


Secondary CD8 
lymphocyte rest 


22.7 


Astrocytes TNFalpha + 
IL-lbeta 


3.9 


Secondary CD8 


12.9 


KU-812 (Basophil) rest 


14.0 
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lymphocyte act 








CD4 lymphocyte none j 


2.9 


KU-812 (Basophil) 
PMA/ionomycin 


22.1 


2ry Thl/Th2/Trl_anti- 
CDyS Ciil 1 


5.4 


CCD 1 106 (Keratinocytes) 
none 


16.0 


LAK cells rest 


7.2 


LCD 1 1 Oo (Keratinocytes) 
TNFalpha + IL-lbeta 


8.1 


TAX/" «JL TT 1 

LAK cells IL-2 


17.2 


Liver cirrhosis 


1.7 


TAT/" TT O j TT 1 1 = 

LAK cells 1L-2+1L- 1 2 


lj.l 


Lupus kidney 


1.0 


LAK cells IL-2+IFN j 
gamma 


27.9 


NCI-H292 none 


30.1 


T A V TT 0_l TT 1 O ; 

LAK cells 1L-2+ IL-1 o | 


I I.I 




AC\ A 

4y.u 


TAT/" H„ 

LAK cells 
PMA/ionomvcin 


1.9 


NCI-H292 IL-9 


33.2 


NK Cells IL-2 rest 


8.4 


NCI-H292 IL-13 


26.2 


I wo Way MLK 3 day 




JNCl-rizyz irisi gamma 


2o.o 


1 wo Way MLK 5 day 


lo.4 


rlrAhC none 


1 1 H 

1 1.7 


Two Way MLR 7 day 


8.9 


HPAECTNF alpha + IL-1 

beta 


7.5 


rbML rest 


"3 Q 
J.O 


Lung fibroblast none 


O A 


PBMC PWM 


50.3 


Lung fibroblast iMr alpha 
+ IL-1 beta 


5.5 


rrJMU rilA-L 




Lung fibroblast IL-4 


1 n 1 

19.1 


Ramos (B cell) none 


33.9 


Lung fibroblast IL-9 


15.3 


Ramos (B cell) 
ionomycin 


83.5 


Lung fibroblast IL-13 


11.4 


B lymphocytes PWM 


100.0 


Lung fibroblast EFN 
gaxrima 


16.5 


B lymphocytes CD40L j 
and IL-4 


22.4 


Dermal fibroblast 
CCD 1070 rest 


28.9 


EOL-1 dbcAMP 


10.5 • 


Dermal fibroblast 
CCD1070TNF alpha 


31.2 


EOL-1 dbcAMP 
PMA/ionomycin 


3.7 


Dermal fibroblast 

pnni ATA TT 1 "L. ~4.„ 

CCD 1070 IL-1 beta 


11.3 


Dendritic cells none 


9.9 


Dermal fibroblast DFN 
gamma 


5.2 


Dendritic cells Lr£> 


O.i 


Dermal nbroblast IL-4 


12.3 


Dendritic cells anti- 
CD40 


7.3 


IBD Colitis 2 


0.7 


Tvfonocvtes rest 


7 0 


IBD Crohn's 


1.0 


Monocytes LPS 


1.4 


Colon 


8.8 


Macrophages rest ; 


13.5 


Lung 


5.8 


Macrophages LPS 


3.5 


Thymus 


17.3 . 


HUVEC none 


11.9 


Kidney 


12.3 
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HUVEC starved j 24.8 j ] 

CNS_neurodegeneration_vl.O Summary: Ag3323 This panel does not show differential 
expression of the CG57709-01 gene in Alzheimer's disease. However, this expression profile 
confirms the presence of this gene in the brain. Please see Panel 1.3D for discussion of utility 
of this gene in the central nervous system. 

Panel 1.3D Summary: Ag3323 - This gene is expressed at moderate levels in all samples on 
this panel, with highest expression in a brain cancer cell line. Expression is also seen in all the 
cancer cell lines on this panel. Thus, expression of this gene could be used to differentiate 
between this brain cancer cell line sample and other samples on this panel and as a marker for 
brain cancer. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This molecule is also expressed at moderate to low levels in the CNS and may be a 
small molecule target for the treatment of neurologic diseases such as Alzheimer's disease, 
Parkinson's disease, epilepsy, schizophrenia, stroke and multiple sclerosis. 

Panel 4D Summary: Ag3323 - This gene is expressed at high to moderate levels in all 
samples on this panel, with highest expression in B lymphocytes stimulated with polkweed 
mitogen (CT=24.5). In addition, this gene is expressed at higher levels in ionomycin-activated 
Ramos B lymphocytes. The highl levels of expression in activated B lymphocytes suggests 
that therapies that antagonize the function of this gene product may reduce or eliminate the 
symptoms in patients with autoimmune and inflammatory diseases in which B cells play a part 
in the initiation or progression of the disease process, such as lupus erythematosus, Crohn's 
disease, ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, asthma, 
emphysema, rheumatoid arthritis, or psoriasis. 

U. CG57700-01 : HYDROXY ACYLGLUTATHIONE HYDROLASE 
(GLYOXALASE II) 
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Expression of gene CG57700-01 was assessed using the primer-probe set Ag331 1, 
described in Table UA. Results of the RTQ-PCR runs are shown in Table UB. 



Table UA . Probe Name Ag331 1 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID NO: 


Forward 


5 ' -acgcttagcaacctggagtt-3 ' 


] 20 


536 


453 


Probe 


TET-5 ' -accacgtgagagccaagctgtcct-3 ' - 
TAMRA 


24 


582 


454 


Reverse 


5 ' -gtcatcctcatccctcttctg-3 ■ 


j 21 : 


611 


456 



Table UB. Panel 4D 



Tissue Name 


n A l 17«r-* /o/ \ 

KCl. HiXp.(vo) 

Ag3311,Run 
164682845 


Tissue Name 


Rel. Exp.(%) 
Ag3311,Run 
164682845 


Secondary Thl act 


10.2 


HUVEC IL-lbeta 


0.0 


oeconoary inz act 


J.O 


xiu vjbu lriN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


1.6 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


5.1 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha+ IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 
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Secondary CD8 ; 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none \ 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- ; 

CD95CH11 


0.0 


CCD1 106 (Keratinocytes) 
none 


4.2 


LAK cells rest 


0.0 


L/V^u 1 1 uo vKeraunocyies ) 
TNFalpha + IL-lbeta 


2.7 


TAT/" ftnllr TT O 

LAK Cells 1L-Z 


u.u 


i^iver cirrnosis 


U.U 


LAK cells 1L-Z+1L- 1 L i 


u.u 


Lupus Kidney 


U.U 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


0.0 


T A TT TT TT 1 O 

LAK cells 1L-2+ 1L- Is 


A A 
U.U 


XT/^T TJTOGO TT /I 

JNUl-xlzyz IL-4 


U.U 


LAK cells 
PMA/ionomvcin 

A. A Til %J IVllvlll J Vlll 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


iwo way mlk 3 day 


A K 


XT/^T T-JOQO TT7XT fTammo 

rNUi-iizyz ir in gamma 


1 Q 


l wo way mlk j cay 


U.U 


lir/vtiL, none 


U.U 


Two Way MLR 7 day j 


0.0 


HPAECTNF alpha + IL-1 j 
beta 


0.0 


rBMt rest 


U.U 


Lung tiDroDiast none 


U.U 


PBMC PWM 


3.7 


Lung iiuroDiasi irsr aipna 
+ IL-l beta 


0.0 


Tjnxip T>t-J A T 

roML rrlA-L 


U.U 


Lung nproDiasx il-4 


U.U 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


14.1 


Ramos (B cell) 
ionomycin j 


0.0 


Lung fibroblast IL-13 


4.3 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma j 


0.0 


B lymphocytes CD40L j 
and IL-4 


0.0 


Dermal fibroblast 
CCD1 070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


1.6 


Dermal fibroblast 
i u /u il- i oeta 


0.0 


Dendritic cells none 


2.1 


Dermal fibroblast IFN 
gamma ] 


0.0 


Dendntic cells Lrb 


A A 
U.U 


Dermal Iibrooiast IL-4 


J.U 


Dendritic cells anti- 
CD40 


2.5 


IBD Colitis 2 


0.0 


Monocytes rest 


0.0 


IBD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


100.0 


Macrophages rest 


0.0 


Lung 


29.3 


Macrophages LPS 


0.0 


Thymus 


0.0 
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jHUVEC none 


1 


0.0 


jKidney 





2.4 


|HUVEC starved 


1 


0.0 


1 


1 





AI_comprehensive panel_vl.O Summary: Ag331 1 - Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



CNS_neurodegeneration_vl.O Summary: Ag331 1 - Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

General_screening_panel_vl.4 Summary: Ag331 1 - Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

Panel 4D Summary: Ag331 1 - Significant expression of this gene is seen only in colon 
(CT=33.9). Therefore, expression of this gene can be used to distinguish between this sample 
and the others on the panel and between healthy and inflammed bowel. Since expression is not 
detectable in samples derived from Crohn's and colitis patients, therapeutic modulation of the 
expression or function of this gene may be useful in the treatment of inflammatory bowel 
disease. 

V. CG58553-01 : vasopressin receptor 

Expression of gene CG58553-01 was assessed using the primer-probe set Ag3372, 
described in Table VA. Results of the RTQ-PCR runs are shown in Tables VB and VC. 

Table VA . Probe Name Ag3372 



Primers 


Sequences 


Length 


Start 
Position 


SEQ1D 
NO: 


Forward 


5 1 -cggatctggtcatcacaca-3 ' 


19 


1983 


457 


Probe 


TET-5 1 -ccacccacaacctcccaaggaact-3 ' - 
TAMRA 


24 


2017 


458 


Reverse 


5 ' -agcctcagaaggtcgagatg- 3 ■ 


20 


2041 


459 



Table VB. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag3372, 
Run 165524269 


Tissue Name 


Rel. Exp.(%) Ag3372, 
Run 165524269 


Liver adenocarcinoma 


0.7 


Kidney (fetal) 


0.0 


Pancreas 


0.2 


Renal ca. 786-0 


0.0 


Pancreatic ca. CAP AN ; 


0.0 


Renal ca. A498 


0.1 
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2 


i 




Adrenal gland 


0 0 


iRenal ca RYF 391 


0.0 


Thyroid 


0 1 

V/. 1 


iRenal ca ACHN 


0.0 


Salivary gland 


0.1 


jRenal ca. UO-31 


0.0 


Pituitary gland 


0.2 


jRenal ca. TK-10 


0.0 


Brain (fetal) 


0.0 


jLiver 


2.1 


Brain (whole) 


A *5 

0.3 


jLiver (tetal) 


0.0 


Old 111 ydlYiy^Kldld) 


0.0 


jLiver ca. 

j(hepatoblast) HepG2 




Brain (cerebellum) 


0.1 


jLung 


2.4 


Brain (hippocampus) 


0.5 


nr. -lilt,, hiii in i rrnir — 

jLung (fetal) 


0.2 


Brain (substantia nigra) ! 


0.2 


jLung ca. (small cell) 
jLX-1 


0.0 


Brain (thalamus) 


0.0 


jLung ca. (small cell) 
JNCI-H69 


0.0 


Cerebral Cortex 


0.0 


jLung ca. (s.cell var.) 
JSHP-77 


0.1 


Spinal cord 


1.0 


jLung ca. (large 
|cell)NCI-H460 


0.0 


glio/astro U87-MG 


0.0 


jLung ca. (non-sm. 
jcell) A549 


0.1 


glio/astroU-118-MG j 


0.0 


JLung ca. (non-s.cell) 
JNCI-H23 


0.6 


astrocytoma SW1 783 


0 0 


jLung ca. (non-s.cell) 
|HOP-62 


0.1 


neuro*; met SK-N-AS 


0 0 


jLung ca. (non-s.cl) 
|NCI-H522 


0.0 


astrocytoma SF-539 


0.0 


jLung ca. (squam.) 
|SW 900 


0.0 


dbLTOCyLUIIla 


0.1 


JLung ca. (squam.) 
|NCI-H596 


n n 


glioma SNB- 19 


0.4 


I 

(Mammary gland 


0.7 


glioma U251 


0.2 


(Breast ca.* (pl.ef) 
|MCF-7 


0.0 


glioma SF-295 


0.0 


[Breast ca.* (pl.ef) 
jMDA-MB-231 


0.0 


riColT ylGiAl) 


0.0 


jBreast ca.* (pl.ef) 
]T47D 


n i 


Heart 


0.0 


jBreast ca. BT-549 


0.0 


Skeletal muscle (fetal) ; 


U.U 


JBreast ca. jvlda-jn 


0.0 


Skeletal muscle 


0.0 


|Ovary 


0.0 


Bone marrow 


1.6 


Ovarian ca. OVCAR- 
13 


0.2 


Thymus 


1.7 


jOvarian ca. OVCAR- 


0.0 
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- / : 


4 




Spleen 


2.8 ; 


Ovarian ca. OVCAR- 
5 


0.2 


Lymph node 


5.5 : 


Ovarian ca. OVCAR- 
8 


0.2 


Colorectal 


0.2 


Ovanan ca. IGROV- 

i 
i 


0.0 


Stomach 


1.2 


Ovarian ca.* (ascites) 
SK-OV-3 


0.0 


Small intestine 


i nn n 

1UU.U 


uxerus 




Colon ca. SW480 


0.0 


Placenta 


0.8 


Colon ca.* 

o wo2U(bW4ou met) 


0.0 


Prostate 


0.1 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met )r^-j 


0.0 


Colon ca.HCT-116 


0.0 


Testis 


1.4 


Colon ca. CaCo-2 


0.3 


Melanoma 
risooo^/yj. i 


0.0 


Colon ca. 
ussue^UJJU joooj 


0.7 


Melanoma* (met) 


0.0 


Colon ca. HCC-2998 j 


3.8 


Melanoma UACC-62 


0.0 


Gastric ca.* (liver met) ■■ 
NCI-N87 


1.0 


Melanoma Ml 4 


0.2 


Bladder 


0.0 


Melanoma LOX 

TMVT 


0.2 


Trachea 


0.1 


Melanoma* (met) 
SK-MEL-5 


0.4 


Kidney 


0.6 


Adipose 


1.3 



Table VC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3372, Run 
165296616 


Tissue Name 


Rel. Exp.(%) 
Ag3372, Run 
165296616 


Secondary Thl act 


1.4 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


1.4 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


2.9 


HUVEC TNF alpha +EFN 
gamma 


0.0 


Secondary Thl rest 


5.4 


HUVEC TNF alpha + IL4 j 


0.0 


Secondary Th2 rest 


6.4 


HUVEC IL-11 


0.0 


Secondary Trl rest 


12.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


11.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 
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Primary Th2 act 


18.9 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


27.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


27.5 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.1 


Primary Th2 rest 


13.6 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


32.8 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


3.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


8.5 


Coronery artery SMC 

TXTCalrkVio -4- TT 1 Vn»to 

1 iNraipna » ilt i oeia 


0.0 


CD8 lymphocyte act 


5.8 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


3.1 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


2.9 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none | 


4.7 


KU-812 (Basophil) 
PMA/ionomycin 


0.1 


2ryThl/Th2/Trl_anti- ; 

s^\Jyj Urll 1 


7.5 


CCD1 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


1.8 


LLU 1 1 uo ^iverannocyres ) 
TNFalpha + IL-lbeta 


0.0 


lvAJv ceiis 1L-Z 


^ £ 


ljiver cirrnosis 


1 c 

I. J 


T A V „ 0 11p TT O-UTT 10 

.LAJV CeilS IL-Z+lLr-lZ 




jLupus Kioney 


u.o 


LAK cells IL-2+IFN ] 
gamma 


5.5 


NCI-H292 none 


2.5 


T A V /» A 11n TT i TT 1 O 

LAK cells 1L-Z+ 1L- 1 o 


< < 




1 c 

1.0 


LAK cells 
PMA/ionomvcin 

K. ITli W Ivllwlll T Will 


2.7 


NCI-H292 IL-9 


5.9 


NK Cells H-2 rest 


6.0 


NCI-H292 IL-13 


2.3 


1 wo way mlk i day 


0 1 
Z.l 


JNL/i-rizyz ir in gamma 


J.U 


1 wo Way mlk s day 


o 

u.y 


TTT> A X2i^ «rvno 

rtr AcC none 


u.u 


Two Way MLR 7 day 


1.8 


HPAECTNF alpha + IL-1 
beta 


0.0 


rBML rest 


l.S 


Lung fibroblast none 


u.u 


PBMC PWM 


5.6 


L.ung norouiast ii\r aipnai 
+ IL-1 beta 


0.0 


rBML r JrlA-L 


A Q 


i^ung nuroDiasi i.l-4 


u.u 


ivaJiiuo ccii/ nunc 


0 0 


T iintr fiHrnHlnct TT .0 


0 0 


Ramos (B cell) 
ionomycin 


0.2 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


2.2 


Lung fibroblast IFN 


0.0 
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gamma 




B lymphocytes CD40L 
and IL-4 


3.7 


Dermal fibroblast 
CCD1070rest 


0.0 


EOL-1 dbcAMP 


1.0 


Dermal fibroblast 
CCD1070TNF alpha 


5.2 


EOL-1 dbcAMP 

rJVLA/ionomycin 


0.4 


Dermal fibroblast 

PmifnOTT 1 Hptn 

\_,\_sLJ 1 U /U iLj- 1 DCLd 


0.0 


Dendritic cells none i 


0.2 


Dermal fibroblast IFN 

gdlllXIld 


0.1 


uenanuc ceus Lro 


u.u 




ft ft 


Dendntic cells anti- 
CD40 


0.0 


BD Colitis 2 


0.4 


Monocytes rest 


0.3 


IBD Crohn's 


8.4 


Monocytes LPS 


0.2 


Colon 


100.0 


Macrophages rest 


0.7 


Lung 1 


0.9 


Macrophages LPS 1 


0.0 


Thymus 


81 


HUVEC none 


0.0 


Kidney 


6.8 


HUVEC starved 


0.0 


i 



Panel L3D Summary: Ag3372 Highest expression of the CG58553-01 gene is seen in the 
small intestine sample (CT=26.8). This gene encodes a novel vasopressin gene that plays a 
role in regulating electrolyte transport in the colon. Therefore, regulation of the transcript or 
the protein it encodes could be important in maintaining normal cellular homeostasis and in 
the treatment of Crohn's disease and ulcerative colitis. 



Among tissues with metabolic function, this gene is expressed in liver and adipose. 
Thus, this gene product may be involved in disorders that affect these tissues, such as obesity 
and type II diabetes. 

Low, but significant expression is also seen in the hippocampus. The hippocampus is 
critical for learning and memory. Thus, this gene product may have utility treating CNS 
disorders involving memory deficits, including Alzheimer's disease and aging. 

References: 

1 . Sato Y, Hanai H, Nogaki A, Hirasawa K, Kaneko E, Hayashi H, Suzuki Y. Role of 
the vasopressin V(l) receptor in regulating the epithelial functions of the guinea pig distal 
colon. Am J Physiol 1999 Oct;277(4 Pt l):G819-28. 
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Panel 4D Summary: Ag3372 In agreement with the results seen in panel 1 .4, the highest 
level of expression of this gene is in the colon sample (CT=27.5). Interestingly, the expression 
is significantly lower in the IBD colitis 2 (CT>35) and IBD Crohn's (CT=30.9)samples. 
Therefore, alterations in the expression of this gene may be used in the treatment of Crohn's 
fc disease and ulcerative colitis. 

In addition, the expression of the CG58553-01 gene in several-preparations of T 
lymphocytes suggests that small molecule antagonists, therapeutic antibodies specific for this 
molecule, or the extracellular domain of this protein, may be useful to reduce or eliminate the 
symptoms of Crohn's disease, ulcerative colitis, multiple sclerosis, chronic obstructive 
pulmonary disease, asthma, emphysema, rheumatoid arthritis, lupus erythematosus, or 
psoriasis. 

W* CG58626-01: Phospholipase 

Expression of gene CG58626-01 was assessed using the primer-probe set Ag3386, 
described in Table WA. Results of the RTQ-PCR runs are shown in Tables WB, WC and WD. 

Table WA . Probe Name Ag3386 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 1 -agtggcggtcaaaacttactct-3 ' 


22 


1386 


460 


Probe 


TET-5 ' -tggagacactgttgattccattactcctg- 
3 ' -TAMRA 


29 


1411 


461 


Reverse 


5 ' -ctgctgttcagcatatccctta-3 ' 


22 


1455 


462 



Table WB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3386, 
Run 210154893 


Tissue Name 


Rel. Exp.(%) Ag3386, 
Run 210154893 


AD 1 Hippo 


6.4 


Control (Path) 3 
Temporal Ctx 


4.2 


AD 2 Hippo 


21.5 


Control (Path) 4 
Temporal Ctx 


25.0 


AD 3 Hippo 


5.0 


AD 1 Occipital Ctx 


14.4 


AD 4 Hippo 


5.3 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


95.3 


AD 3 Occipital Ctx 


3.3 


AD 6 Hippo 


51.1 


AD 4 Occipital Ctx 


18.7 


Control 2 Hippo 


26.4 


AD 5 Occipital Ctx 


28.7 
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Control 4 Hippo 


4.5 


AD 6 Occipital Ctx 


52.5 


Control (Path) 3 
Hippo i 


4.0 


Control 1 Occipital 
Ctx 


2.4 


AD 1 Temporal Ctx 


13.5 


Control 2 Occipital 
Ctx 


56.3 


AD 2 Temporal Ctx 


24.5 


Control 3 Occipital 
Ctx 


11.0 


AD 3 Temporal Ctx 


3.8 


Control 4 Occipital 
Ctx 


4.3 


AD 4 Temporal Ctx 


18.9 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


95.9 


Control (Path) 2 
Occipital Ctx 


8.8 


AD 5 SupTemporal 
Ctx 


37.6 


Control (Path) 3 
Occipital Ctx 


1.7 


AD 6 Inf Temporal 
Ctx 


52.5 


Control (Path) 4 
Occipital Ctx 


12.3 


AD 6 Sup Temporal 
Ctx 


63.7 


Control 1 Parietal 
Ctx 


5.4 


Control 1 Temporal 
Ctx 


4.9 


Control 2 Parietal 
Ctx 


39.5 


Control 2 Temporal 
Ctx 


38.4 


Control 3 Parietal 
Ctx 


11.3 


Control 3 Temporal 
Ctx 


12.2 


Control (Path) 1 
Parietal Ctx 


77.4 


Control 4 Temporal 
Ctx 


5.0 


Control (Path) 2 
Parietal Ctx 


20.7 


Control (Path) 1 
Temporal Ctx 


76.8 


Control (Path) 3 
Parietal Ctx 


2.7 


Control (Path) 2 
Temporal Ctx 


37.6 


Control (Path) 4 
Parietal Ctx 


45.4 


Table WC. General screening_panel vl.4 


Tissue Name 


Rel. Exp.(%) Ag3386, 
Run 217043839 




Tissue Name 


|Rel.Exp.(%) Ag3386, 
J Run 217043839 


Adipose 


12.2 


Renal ca. TK-10 


J 10.7 


Melanoma* 
Hs688(A).T 


26.4 


Bladder 


18.4 


Melanoma* 
Hs688(B).T 


30.4 


Gastric ca. (liver met.) 
NCI-N87 


26.6 


Melanoma* M14 


13.1 


Gastric ca. KATO III 


j 0.0 


Melanoma* 
LOXIMVI 


22.8 


Colon ca.SW-948 


1 10.8 


Melanoma* SK- 


22.7 


Colon ca.SW480 


j 40.9 
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Squamous cell 
carcinoma SCC-4 


11.2 


Colon ca> (SW480 

rnexj owozu 


20.4 


Testis Pool 


4.7 0 


L/Oion ca. rii £zj 




Prostate ca.* (bone 
met) PC-3 


80.1 | 


Colon ca.HCT-1 16 


100.0 


Prostate Pool \ 


7.1 


Colon ca. CaCo-2 


13.8 


Placenta 




i^oion cancer tissue 


I J.D 


Uterus Pool 


6.4 j 


Colon ca. SW1116 


10.2 


Ovarian ca. 
OVCAR-3 


22.8 i 


Colon ca. Colo-205 


1.8 


Ovarian ca. SK-OV- 
3 


94.0 i 


Colon ca. SW-48 


2.4 


Ovarian ca. 
OVCAR-4 


4.7 


Colon Pool 


27.7 


Ovarian ca. 
OVCAR-5 


29.3 


Small Intestine Pool 


14.6 


Ovarian ca. IGROV- 

1 


12.7 


Stomach Pool 


12.2 


u van an ca. 
OVCAR-8 


11.1 


Bone Marrow Pool 


6.9 


Ovary 


1 1 A 

1 1 .0 


reiai rican 


8 1 
o. 1 


rsreast ca. ivitr- / 




oean rooi 


O. j 


Breast ca. MDA- 
MB-231 


39.5 


Lymph Node Pool 


13.9 


Breast ca BT 549 


28.5 


Fetal Skeletal Muscle 


3.6 


Breast ca. T47D 


52.9 


Skeletal Muscle Pool 


6.7 


breast ca. MUA-JN 


1 l.j 


Spleen Pool 


17 1 
1 /. 1 


Breast Pool 


28.1 


Thymus Pool 


26.1 


Trachea 


11.0 


CNS cancer (glio/astro) 
U87-MG 


33.2 


Lung 


6.0 


CNS cancer (glio/astro) 
U-118-MG 


44.1 


Fetal Lung 


39.2 


CNS cancer 
(neuro;met) SK-N-AS 


44.4 


Lung ca. NCI-N417 


6.3 j 


CNS cancer (astro) SF- 
539 


10.4 


Lung ca. LX-1 


33.9 


CNS cancer (astro) 
SNB-75 


27.7 


Lung ca. NCI-H146 \ 


14.3 i 


CNS cancer (glio) 


10.2 


Lung ca. SHP-77 


73.2 


CNS cancer (glio) SF- 
295 


28.7 


Lung ca. A549 


25.3 


Brain (Amygdala) Pool 


23.2 



617 



WO 02/072757 



PCT/US02/06908 



T una rn NfT-HS2fi 


5 8 

*J .0 


ft rain frprpVipllum^ 

Dl dill . ^IrGi WUvll UJ.11 J 


19 8 

17.0 


T una ea NCI-H23 


30 1 


Rrain f fetaft 

LJ I (till I ± vlOl J 


35 6 


Lung ca. NCI-H460 


20.2 


Brain (Hippocampus) 

Pnnl 

* uui 


25.2 


i^ung ca. nur-oz 


1 1.7 


fpr^nrnl f^nrtPY Pnnl 


39 2 


Lungca.NCI-H522 


20.7 


Dial 11 ^oUDSlalllia ili^Lcij 

Pool 


23.0 


Liver 


0.7 


Brain (Thalamus) Pool 


45.7 


Fetal Liver 


29.5 


Brain (whole) 


24.0 


Liver ca. HepG2 


10.1 


Spinal Cord Pool 


22.5 


Kidney Pool 


21.3 


Adrenal Gland 


8.5 


Fetal Kidney 


19.5 


Pituitary gland Pool 


7.0 


Renal ca. 786-0 


15.9 


Salivary Gland 


1.9 


Renal ca. A498 


3.5 


Thyroid (female) 


3.2 


Renal ca. ACHN 


8.0 


Pancreatic ca. CAPAN2 


3.7 


Renal ca. UO-31 


12.2 


Pancreas Pool 


18.2 



Table WD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3386, Run 
165296474 


Tissue Name 


Rel. Exp.(%) 
Ag3386, Run 
165296474 


Secondary Thl act 


30.4 


HUVEC IL-lbeta 


2.0 


Secondary Th2 act 


35.6 


HUVEC IFN gamma 


3.3 


Secondary Trl act 


27.9 


HUVEC TNF alpha + IFN 
gamma 


3.8 


Secondary Thl rest 


8.9 


HUVEC TNF alpha + IL4 


3.3 


Secondary Th2 rest 


8.0 


HUVEC IL- 11 


1.5 


Secondary Trl rest 


11.3 


Lung Microvascular EC 
none 


5.5 


Primary Thl act 


57.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


4.8 


Primary Th2 act 


36.9 


Microvascular Dermal EC 
none 


3.7 


Primary Trl act 


51.1 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


3.3 


Primary Thl rest 


54.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


5.5 


Primary Th2 rest 


18.8 


Small airway epithelium 
none 


2.1 


Primary Trl rest 


24.7 


Small airway epithelium 
TNFalpha + IL-lbeta 


6.1 


CD45RA CD4 
lymphocyte act 


12.4 


Coronery artery SMC rest 


4.6 
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CD45RO CD4 
lymphocyte act j 


33.9 


Coronery 'artery SMC 
1 Nralpna + il- i oeta 


2.4 


CD8 lymphocyte act 


29.3 


Astrocytes rest 


3.0 


Secondary CD8 
lymphocyte rest 


26.1 


Astrocytes TNFalpha + 
IL-lbeta 


3.0 


Secondary CD8 
lymphocyte act 


20.7 


KU-812 (Basophil) rest 


12.1 


CD4 lymphocyte none 


1.1 


KU-8 12 (Basophil) 
PMA/ionomycin 


27.7 


2ryThl/Th2/Trl_anti- ; 
CD95CH11 


12.8 


CCD1 106 (Keratinocytes) 
none 


2.7 


LAK cells rest 


12.0 


CCD1 lUo (Keratinocytes) 
TNFalpha + IL-lbeta 


0.8 


T AT/ TT O 

LAK Cells IL-I 


1A 1 

24.3 


Liver cirrhosis 


U.J 


T A V TT 1_i_TT 1 1 

LAK cells 1L-Z+1L- 1 1 ) 




Lupus kidney 


U. / 


LAK cells IL-2+IFN 
gamma 


42.0 


NCI-H292 none 


8.1 


LAK cells 1L-Z+ 1L- 1 o 






o ^ 


lak cells 
PMA/ionomvcin 


8.8 


NCI-H292 IL-9 


8.5 


NK Cells IL-2 rest 


21.8 


NCI-H292IL-13 


4.5 


i wo way mlk d day 


1 0 1 
lo. / 


XT/^T TJfOOO TT7KT nomrvin 

iNLi-rtzyz iriN gamma 




T\,_ r ~ 11/... "KyfT T5 C <]«,, 

iwo way MLK 3 day 


11 A 

1 l.U 


rir ALC none 




Two Way MLR 7 day \ 


10.9 


HPAECTNF alpha + IL-1! 
oeta 


3.0 


rBML rest 


A C 

4.J 


Lung fibroblast none 


4.0 


PBMC PWM 


66.0 


Lung tibroDlast 1 Nr alpha .; 
+ IL-1 beta 


3.3 


DD\^P DO A T 


1 /.y 


Lung 11 bro blast IL-4 


12.1 


Ramos (B cell) none 


26.1 


Lung fibroblast IL-9 


12.3 


Ramos (B cell) : 
ionomycin 


100.0 


Lung fibroblast IL- 1 3 


6.7 


B lymphocytes PWM 


88.9 


Lung fibroblast LFN 
gamma 


16.6 


B lymphocytes CD40L j 
and IL-4 


49.3 


Dermal fibroblast 
CCD 1070 rest 


8.2 


EOL-1 dbcAMP 


13.0 


Dermal fibroblast 
CCD1070 TNFalpha 


37.1 


EOL-i dbcAMP 
PMA/ionomycin 


9.5 


Dermal fibroblast 
LLUiu/u iL-i beta 


4.4 


Dendritic cells none 


8.9 


Dermal fibroblast IFN 

galllllla 


6.0 


Dendritic cells LPS 1 


5.4 


Dermal fibroblast IL-4 


12.1 


Dendritic cells anti- 
CD40 


4.3 


IBD Colitis 2 


0.7 



619 



WO 02/072757 



PCT/US02/06908 



Monocytes rest 


4.7 


IBD Crohn's 


. 0.5 


Monocytes LPS 


2.6 


Colon 


3.4 


Macrophages rest 


8.8 


Lung 


4.9 


Macrophages LPS 


2.8 


Thymus 


4.1 


HUVEC none 


2.8 


Kidney 


13.0 


HUVEC starved 


6.4 







CNS_neurodegeneration_vl.O Summary: Ag3386 This panel confirms the expression of 
this gene at moderate to low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General screening panel vl. 4 Summary: Ag3386 This gene is moderately expressed in 
most of the samples on this panel. Based on expression in this panel, this gene may be 
involved in gastric, pancreatic, brain, colon, renal, lung, breast, ovarian and prostate cancer as 
well as melanomas. Thus, expression of this gene could be used as a diagnostic marker for the 
presence of these cancers. Furthermore, therapeutic inhibition using antibodies or small 
molecule drugs might be of use in the treatment of these cancers. 

This gene product is also expressed in adipose, pancreas, adrenal, thyroid, pituitary, 
skeletal muscle, heart, and liver. This widespread expression in tissues with metabolic function 
suggests that this gene product may be important for the pathogenesis, diagnosis, and/or 
treatment of metabolic and endocrine diseases, including obesity and Types 1 and 2 diabetes. 

In addition, this gene is expressed at moderate levels in the CNS. Therefore, this gene 
may play a role in central nervous system disorders such as Alzheimer's disease, Parkinson's 
disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

Panel 4D Summary: Ag3386 The CG58626-01 transcript is expressed ubiquitously in this 
panel. Highest expression of this transcript is seen in activated Ramos cells and activated B 
cells (CTs-27). The expression of this transcript in activated lymphoid cells when compared 
to non activated cells suggests that the CG58626-01 gene may be important for the diagnosis 
or pathogenesis of immune mediated diseases. Therefore, modulation of the expression and/or 
activity of this gene product might important for the treatment of autoimmune diseases, 
allergy, and delayed type hypersensitivity. 
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X. CG57597-01: Hypothetical protein 

Expression of gene CG57597-01 was assessed using the primer-probe set Ag3293, 
described in Table XA. 

Table XA . Probe Name Ag3293 



Primers 


Sequences 


Length! 


Start 
Position 


1 SEQ ID 

1 NO: 


Forward 


5 ' -cagaaacctgtgaactctgcat-3 ' 


22 | 


40 


1 463 


Probe 


TET-5 ' -atgcaccaccactcctggctaatttt-3 ' - 
TAMRA 


26 


69 


| 464 


Reverse 


5 ' -ataaaaggtttgagccggatt-3 ' 


21 


115 


j 465 



CNS_neurodegeneration_vl.O Summary: Ag3293 - Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General screening _panel_vl. 4 Summary: Ag3293 - Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

Panel 4D Summary: Ag3293 - Expression of this gene is low/undetectable (CTs > 35) across 
all of the samples on this panel (data not shown). 

Y.CG57804-01: talin 

Expression of gene CG57804-01 was assessed using the primer-probe set Ag3337, 
described in Table YA. Results of the RTQ-PCR runs are shown in Tables YB, YC and YD. 



Table YA . Probe Name Ag3337 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ggatttcaagcccagatacaat-3 ' 


22 j 


781 


466 


Probe 


TET-5 ' -tggacctcatgtggaacataaacaca-3 1 - 
TAMRA 


26 | 


804 


467 


Reverse 


5 ' -ggcaggaattccttcagatc-3 ' 


20 | 


844 


468 



Table YB . CNS_neurodegeneration_vl.O 



Tissue Name 



Rel. Exp.(%) Ag3337, Tissue Name Rel. Exp.(%) Ag3337, 
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Run 210138775 j 




Run 210138775 


AD 1 Hippo 


6.8 


Control (Path) 3 
Temporal Ctx 


3.6 


AD 2 Hippo 


25.3 


Control (Path) 4 
Temporal Ctx 


22.4 


A T*\ "> TT* 

AD 3 Hippo 


3.6 


AD 1 Occipital Ctx 


5.6 


AD 4 Hippo 


5.7 


AD 2 Occipital Ctx 


0.0 


AH S Hi nnn 


78 5 

/O.J 


AD ^ OrHmtal Ctx 


2 2 


AD 6 Hippo 


27.5 j 


AD 4 Occipital Ctx 


14.7 


Control 2 Hippo 


27.4 j 


AD j Uccipital Ctx 


/I yl 1 

44.1 


Control 4 Hippo 


8.1 


AD 6 Occipital Ctx 


16.6 


Control (Path) 3 
Hippo 


4.3 


Control 1 Occipital 
Ctx 


1.6 


AD 1 Temporal Ctx 


7.6 


Control 2 Occipital 
Ctx 


67.8 


AD 2 Temporal Ctx 


24.5 


Control 3 Occipital 
Ctx 


11.9 


AD 3 Temporal Ctx 


3.3 


Control 4 Occipital 
Ctx 


3.0 


AD 4 Temporal Ctx 


15.3 


Control (Path) 1 
Occipital Ctx 


89.5 


AD 5 Inf Temporal 
Ctx 


89.5 


Control (Path) 2 
Occipital Ctx 


8.2 


AD 5 Sup Temporal; 
Ctx 


35.8 


Control (Path) 3 
Occipital Ctx 


0.6 


AD 6 Inf Temporal 
Ctx 


27.4 


Control (Path) 4 
Occipital Ctx 


10.3 


AD 6 Sup Temporal 
Ctx 


32.8 


Control 1 Parietal 
Ctx 


3.6 


Control 1 Temporal 
Ctx 


3.4 


Control 2 Parietal 
Ctx 


23.7 . 


Control 2 Temporal 
Ctx 


47.6 


Control 3 Parietal 
Ctx 


14.1 


Control 3 Temporal 
Ctx 


12.4 


Control (Path) 1 
Parietal Ctx 


100.0 


Control 3 Temporal 
Ctx 


5.8 


Control (Path) 2 
Parietal Ctx 


21.9 


Control (Path) 1 
Temporal Ctx 


64.2 


Control (Path) 3 
Parietal Ctx 


2.0 


Control (Path) 2 
Temporal Ctx 


42.0 


Control (Path) 4 
Parietal Ctx 


39.2 



Table YC . General_screening_panel_vl.4 
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Tissue Name 


Rel. Exp.(%) Ag3337, 

Pun ?K77^74fi 


Tissue Name 


Rel. Exp.(%) Ag3337, 


Adipose 


20.2 


Renal ca.TK-10 


22.1 


Melanoma* 
n.Sooo(AJ. 1 


58.6 j 


Bladder 


14.2 


Melanoma* 

riSOooJtSj. I 


22.8 


Gastric ca. (liver met.) 

TSJPT MR 7 


16.2 


Melanoma* M14 


5.7 


Gastric ca. KATO III 


100.0 


Melanoma* 
LOXIMVI 


5.5 


Colon ca. SW-948 


16.3 


Melanoma* SK- 
JVLbL-j 


3.4 


Colon ca. SW480 


4.2 


Squamous cell 
carcinoma 


4.4 


Colon ca.* (SW480 

met) owozu 


2.6 


Tactic T>rt/x1 

i estis r OOI 


3.1 j 


v^oion ca. nizy 


n 7 


rTO Stale Ca. ^DOnc 

met) PC-3 


6.4 


Colon ca.HCT-1 16 


7.6 


Prostate Pool 


3.4 


Colon ca. CaCo-2 


81.8 


riacenia 


1 A 

1 .o 


vAJion cancer ussuts 


1 7 


Uterus Pool 


2.1 


Colon ca. SW1 116 


1.6 


Ovarian ca. 
OVCAR-3 


8.9 


Colon ca. Colo-205 


0.1 


Ovarian ca. SK-OV- j 

3 ! 


32.1 


Colon ca. SW-48 


3.2 


Ovarian ca. 
OVCAR-4 


7.2 


Colon Pool 


8.0 


Ovarian ca. 
OVCAR-5 


21.0 


Small Intestine Pool 


7.9 


Ovarian ca. IGROV- 
i 


23.5 


Stomach Pool 


5.7 


Levari an ca. 
OVCAR-8 


5.4 


Bone Marrow Pool 


3.8 


Ovary 


1 1 1 
11./ 


reiai nean 




rjreasi ca. ivu^r-/ 


^ 1 

J. 1 


nean Jrooi 




oreasi ca. jvlu/v- 
MB-231 


19.5 


Lymph Node Pool 


10.6 


Breast ca. BT 549 


11.7 


Fetal Skeletal Muscle 


30.1 


Breast ca. T47D 


30.8 j 


Skeletal Muscle Pool 


24.8 


isreasi ca. mjja-in 




opieen rooi 


7 Q 


Breast Pool 


6.9 


Thymus Pool 


0.0 


Trachea 


10.3 


CNS cancer (glio/astro) 
U87-MG 


10.7 


Lung 


2.2 


CNS cancer (glio/astro) 
U-118-MG 


68.3 
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Fetal Lung 


10.8 | 


CNS cancer 
(neuro;met) SK-N-AS 


23.5 


Lungca. NCI-N417 


0.8 


CNS cancer (astro) SF- 
539 ■ 


21.5 


Lungca. LX-1 


1.7 


CNS cancer (astro) 
SNB-75 : ; • 


40.3 


Lungca.NCI-H146 1 


0.4 


CNS cancer (glio) 

OXTD 1 O 


27.7 


Lungca. SHP-77 


11.9 


CJNi> cancer (gnoj or- 
295 


38.2 


Lung ca. A549 


13.6 


Brain (Amygdala) Pool 


28.7 


Lung ca. JNCl-JtiDzo 


/.o 


Brain (cerebellum) 


jo. / 


Lung ca. J\IC1-H23 


1U.2 


Brain (tetal) 


JO.O 


Lung ca. NCI-H460 j 


5.1 


Brain (Hippocampus) 

rOOl 


25.7 


Lung ca. £L(JP-o2 


1 Q 
J.O 


Cerebral Cortex fool 




Lung ca.NCI-H522 


10.1 


Brain (Substantia nigra) 
Pool 


39.2 


Liver 


0.3 


Brain fThalamus^ Pool 


51.4 


Fetal Liver 

J. Villi UlT Vl ) 


15.3 


Brain ( wholes 

M~* A. UU1 • Tf UVIWI 


58.2 


T iv<*r TTpnG^ 


53 2 


Sninal Cord Pool 


18.6 


TCidnev Pool 


18.4 


Adrenal Gland 


11.1 


Fetal Kidnev 


11 4 


Pituitarv f?land Pool 


4.7 


Renal ca 786-0 


31.0 


Salivarv Gland 


14.0 


Renal ca. A498 


0.7 


Thyroid (female) 


4.9 


Renal ca. ACHN 


20.3 


Pancreatic ca. CAPAN2 


7.5 


Renal ca.UO-31 


8.1 


Pancreas Pool 


9.4 


Table YD. Panel 4D 


| Rel. Exp.(%) 
Tissue Name Ag3337, Run 
j 165725932 


Tissue Name 


Rel. Exp.(%) 
Ag3337, Run 
165725932 


Secondary Thl act j 0.0 


HUVEC IL-lbeta 


0.7 


Secondary Th2 act j 0.0 


HUVEC IFN gamma 


3.9 


Secondary Trl act 0.4 


HUVEC TNF alpha + IFN 
gamma 


0.3 


Secondary Thl rest j 0.4 


HUVEC TNF alpha + IL4 


0.6 


Secondary Th2 rest j 0.0 


HUVEC IL-11 


0.3 


Secondary Trl rest j 0.3 


Lung Microvascular EC 
none 


2.1 


Primary Thl act 0.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


5.1 


Primary Th2 act j 1 .3 


Microvascular Dermal EC j 


16.4 
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none 




Primary Trl act 


0 6 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


9.8 


Primary Thl rest 


1.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


1.2 


Primary Th2 rest 


0.6 


Small airway epithelium 
none 


1.3 


Primary Trl rest 


0.3 


Small airway epithelium 
TNFalpha + IL-lbeta 


2.1 


CD45RA CD4 
lymphocyte act 


18.7 


Coronery artery SMC rest 


9.9 


CD45RO CD4 
lymphocyte act 


0.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


3.5 


CD8 lymphocyte act 


1.2 


Astrocytes rest 


100.0 


Secondary CD8 
lymphocyte rest 


0.9 


Astrocytes TNFalpha + 
IL-lbeta 


65.5 


Secondary CD8 
lymphocyte act 


0.2 


KU-812 fl3asoDhir» rest 


ll.7 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


8.5 


2ry Thl/Th2/Trl_anti- 
mo^ rui i 

KsLJyj KsLI 1 1 


0.3 


CCD 1 106 (Keratinocytes) 
none 


2.0 


LAK cells rest 


4.0 


CCD1 1.06 (Keratinocytes) 

TNFalpha + IL-lbeta 


2.0 


CcllS LLi-J. 


1.2 ■ 


Liver cirrhosis 


J.O 


T AXC op>Mg TT O+TT 19 
CcllS ILr-Z 1Z 


0.4 


Lupus kidney 


n < 

1 J.O 


LAK cells IL-2+IFN 

gamma i 


2.1 


NCI-H292 none 


11.0 


T A v /*o11e TT O-i- TT 1 C 
-LAJv CeilS 1.L-Z+ IL-lo 


1.2 


NCI-H292 IL-4 


ZD.U 


TAT/ /*a11c 

PMA/ionomycin 


2.0 


NCI-H292 IL-9 


15.6 


NK Cells EL-2 rest 


0.0 


NCI-H292 IL-13 


12.5 


x wo w ay ivii^K j cay 


5.2 


NCI-H292 EFN gamma 


4.0 


l wo w ay mlk j cay 


2.7 


HPAEC none 


1 c 


Two Way MLR 7 day ! 


1.8 


HPAEC TNF alpha + IL-l 
beta 


2.5 


roML rest 


0.2 


Lung fibroblast none 


OA 1 


PBMC PWM 


1.9 


Lung fibroblast TNF alpha 

i TT * t_ a. 

+ EL-l beta 


22.7 


pDXyfp PIT A T 


0.3 


Lung fibroblast IL-4 


y / .3 


Ramos (B cell) none 


2.4 


Lung fibroblast IL-9 


47.6 


Ramos (B cell) 
ionomycin 


2.1 


Lung fibroblast IL-l 3 


81.8 


B lymphocytes PWM 


0.7 


Lung fibroblast IFN 
gamma 


50.7 
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B lymphocytes CD40L 
and IL-4 


0.6 


Dermal fibroblast 
CCD1070rest 


94.6 


EOL-1 dbcAMP 


4.9 


Dermal fibroblast 
CCD1070TNF alpha 


43.2 


EOL-1 dbcAMP 
PMA/ionomycin 


1.2 


Dermal fibroblast 
CCD 1070 1L-1 beta 


31.2 


Dendritic cells none 


12.8 


Dermal fibroblast IFN 
gamma 


14.2 


Dendntic cells LPS 


1 *3 

1.3 


Dermal fibroblast IL-4 


95.9 


Dendritic cells anti- 
CD^ 


11.4 


IBD Colitis 2 


1.2 


A4Vvnnrvtp<j rf*Qt 


0 5 


TBD Crohn's 


9.1 


Monocvte^ T PS 

XrlvllW V IvO J— <A tj 


1 3 


Colon 


60.7 


Macrophages rest 


13.6 


Lung 


8.0 


Macrophages LPS 


2.8 


Thymus 


39.2 


HUVEC none 


1.0 


Kidney 


10.4 


HUVEC starved 


1.6 







CNS_neurodegeneration_vl.O Summary: Ag3337 - This panel confirms the expression of 
this gene at low to moderate levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders 

General_screeningjjanel_yl.4 Summary: Ag3337 - This gene is expressed in almost all 
samples on this panel. This gene is expressed at moderate levels in the CNS. Therefore, this 
gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

In addition, this gene is also expressed in adipose, pancreas, adrenal, thyroid, pituitary, 
skeletal muscle, heart, and liver. This widespread expression in tissues with metabolic function 
suggests that this gene product may be important for the pathogenesis, diagnosis, and/or 
treatment of metabolic and endocrine diseases, including obesity and Types 1 and 2 diabetes. 

Panel 4D Summary: Ag3337 This gene is most highly expressed in resting astrocytes 
(CT=28.9). In addition, this gene is highly expressed in a cluster of treated and untreated 
samples derived from lung and dermal fibroblasts. Thus, therapeutic modulation of the 
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expression or function of this gene may be effective in the treatment of pathological and 
inflammatory lung and skin diseases, such as psoriasis, asthma, emphysema, and allergies. 



Z. CG57551-01 : NAC-1 Like Gene 

Expression of gene CG57551-01 was assessed using the primer-probe set Ag3282, 
described in Table ZA. Results of the RTQ-PCR runs are shown in Tables ZB, ZC and ZD. 



Table ZA . Probe Name Ag3282 



Primers 


Sequences 


T .J Start jSEQID 
Length | Position J NO: 


Forward 


5 ' -cagatcctcagcttctgctaca-3 ' 


22 ] 269 j 469 


Probe 


TET-5 ' -accagttcctgctcatgtacacggct-3 * - 
TAMRA 


26 | 318 j 470 


Reverse 


5 * -atctcctggatctgcaggaa-3 1 


20 j 347 J 471 



Table ZB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3282, j 
Run 210060482 


Tissue Name 


Rel. Exp.(%) Ag3282, 
Run 210060482 


AD 1 Hippo 


22.8 


Control (Path) 3 
Temporal Ctx 


9.7 


AD 2 Hippo 


49.0 


Control (Path) 4 
Temporal Ctx 


24.3 


AD 3 Hippo 


11.5 


AD 1 Occipital Ctx 


16.5 


AD 4 Hippo 


12.3 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


66.9 


AD 3 Occipital Ctx 


10.2 


AD 6 Hippo 


59.9 


AD 4 Occipital Ctx 


18.2 


Control 2 Hippo 


49.3 


AD 5 Occipital Ctx 


9.5 


Control 4 Hippo 


18.7 


AD 6 Occipital Ctx 


41.5 


Control (Path) 3 
Hippo 


6.3 


Control 1 Occipital 
Ctx 


6.8 


AD 1 Temporal Ctx 


19.2 


Control 2 Occipital 
Ctx 


91.4 


AD 2 Temporal Ctx 


40.3 


Control 3 Occipital 
Ctx 


16.3 


AD 3 Temporal Ctx 


14.3 


Control 4 Occipital 
Ctx 


12.2 


AD 4 Temporal Ctx 


18.3 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


66.0 


Control (Path) 2 
Occipital Ctx 


9.2 
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AD 5 SupTemporal 
Ctx 


37.4 


Control (Path) 3 
Occipital Ctx 


5.3 


AD 6 Inf Temporal 
Ctx 


36.1 


Control (Path) 4 
Occipital Ctx 


15.8 


AD 6 Sup Temporal 
Ctx 


34.4 


Control 1 Parietal 
Ctx 


11.7 


Control 1 Temporal i 
Ctx 


10.0 


Control 2 Parietal 
Ctx 


34.2 


Control 2 Temporal i 
Ctx 


74.7 


Control 3 Parietal 
Ctx 


23.3 


Control 3 Temporal 
Ctx 


15.0 


Control (Path) 1 
Parietal Ctx 


72.7 


Control 4 Temporal 
Ctx 


15.5 


Control (Path) 2 
Parietal Ctx 


21.6 


Control (Path) 1 
Temporal Ctx 


74.2 


Control (Path) 3 
Parietal Ctx 


5.5 


Control (Path) 2 
Temporal Ctx 


31.2 


Control (Path) 4 
Parietal Ctx 


35.8 



Table ZC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3282, 
Run 216512995 


Tissue Name 


Rel. Exp.(%) Ag3282, 
Run 216512995 


Adipose 


1.8 


Renal ca. TK-10 


22.7 


Melanoma* 
Hs688(A).T I 


16.3 


Bladder 


6.3 


Melanoma* 
Hs688(B).T 


25.0 


Gastric ca. (liver met.) 
NCI-N87 


47.0 


Melanoma* M14 


25.3 


Gastric ca. KATO III 


45.7 


Melanoma* 
LOXIMVI 


21.6 


Colon ca. SW-948 


19.3 


Melanoma* SK- ; 
MEL-5 


17.0 


Colon ca. SW480 


50.3 


Squamous cell 
carcinoma SCC-4 


24.7 . 


Colon ca.* (SW480 
met) SW620 


25.9 


Testis Pool 


6.1 


Colon ca. HT29 


17.7 


Prostate ca.* (bone 
met) PC-3 


67.8 


Colon ca. HCT-116 


100.0 


Prostate Pool 


3.5 


Colon ca. CaCo-2 


29.1 


Placenta 


9.6 


Colon cancer tissue 


14.0 


Uterus Pool 


0.6 


Colon ca. SW1 1 16 


12.7 


Ovarian ca. 
OVCAR-3 


41.2 


Colon ca. Colo-205 


7.6 


Ovarian ca. SK-OV- i 
3 


65.5 


Colon ca. SW-48 


5.8 
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Ovarian ca. \ 
OVCAR-4 


35.8 


Colon Pool 


4.9 


Ovarian ca. 
OVCAR-5 


37.6 


Small Intestine Pool 


2.4 


Ovarian ca. IGROV- 

1 
1 


28.9 


Stomach Pool 


3.3 


Ovarian ca. 
OVCAR-8 


14.2 ! 


Bone Marrow Pool 


1.5 


Ovary 




reiai neari 




Breast ca. MLr- / 


Al "X 


nean rooi. 




Breast ca. JVLUA- 
MB-231 


69.7 


Lymph Node Pool 


5.6 


Breast ca BT 549 


51.4 


Fetal Skeletal Muscle 


1.5 


Breast ca. T47D 


86.5 


Skeletal Muscle Pool 


0.0 


Breast ca. jvlua-in 


OA A 


opieen rooi 


Z.o 


Breast Pool 


4.6 


Thymus Pool 


3.8 


Trachea 


8.7 


CNS cancer (gho/astro) 
U87-MG 


60.3 


Lung 


0.2 


CNS cancer (glio/astro) 
U-118-MG 


100.0 


Fetal Lung 


6.3 


CNS cancer 
(neuro;met) SK-N-AS 


47.3 


Lung ca. NCI-N417 


8.4 


CNS cancer (astro) SF- 

539 | 


22.8 


Lungca. LX-1 


17.3 


CNS cancer (astro) 
SNB-75 


47.3 


Lung ca.NCI-H146 


15.3 


CNS cancer (glio) 


29.3 


Lung ca. SHP-77 


16.5 


ctno cancer ^gnoj or- 
295 


49.3 


Lung ca. A549 


27.2 


Brain (Amygdala) Pool 


6.9 


.Lung ca. fNlui-xijzo 


0.1 


orain ^cereoeuumj 


i j. i 


Lung ca. iNUi-rizj 


ZD. y 


Drain f-ffrtnW 

Drain ^icuu ) 




Lungca.NCI-H460 


8.0 


Brain (Hippocampus) 
rOOl 


8.9 


Lung ca. HOP-62 


11.9 


cerebral uortex rOOl 


11 A 


Lungca.NCI-H522 


21.9 


Drain (puDstaniia nigra j 
Pool 


15.3 


Liver j 1.7 


Brain ^Thalamus^ Pool 


11.5 


Fetal Liver 


| 9.8 


Brain (whole) 


12.6 


Liver ca. HepG2 


18.2 


Spinal Cord Pool 


7.1 


Kidney Pool 


5.0 i 


Adrenal Gland 


5.3 


Fetal Kidney 


3-4 ' 


Pituitary gland Pool 


1.9 


Renal ca. 786-0 


42.0 \ 


Salivary Gland 


4.0 
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Renal ca. A498 J 


16.7 


jThyroid (feniale) 


3.6 


Renal ca. ACHN j 


13.9 


JPancreatic ca. CAPAN2 


15.5 


Renal ca.UO-31 j 


17.4 


jPancreas Pool 


6.6 



Table ZD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3282, Run 
164634321 


Tissue Name 


Rel. Exp.(%) 
Ag3282, Run 
164634321 


Secondary Thl act 


52.9 


HUVEC IL-lbeta . 


13.6 


Secondary Th2 act 


67.8 


HUVEC IFN gamma 


42.9 


Secondary Trl act 


75.3 


HUVEC TNF alpha + IFN 
gamma 


37.1 


Secondary Thl rest 


8.4 


HUVEC TNF alpha + IL4 


42.6 


Secondary Th2 rest 


11.4 


HUVEC IL-11 


25.9 


Secondary Trl rest 


12.2 


Lung Microvascular EC 
none 


41.2 


Primary Thl act 


53.6 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


36.3 


Primary Th2 act 


44.4 


Microvascular Dermal EC 
none 


50.3 


Primary Trl act 


60.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


33.0 


Primary Thl rest 


37.6 


Bronchial epithelium 
TNFalpha + ILlbeta 


51.4 


Primary Th2 rest 


15.8 


Small airway epithelium 
none 


23.3 


Primary Trl rest 


18.3 


Small airway epithelium 
TNFalpha + IL-lbeta 


71.7 


CD45RA CD4 
lymphocyte act 


33.0 


Coronery artery SMC rest 


43.5 


CD45RO CD4 
lymphocyte act 


54.7 


Coronery artery SMC 
TNFalpha + IL-lbeta 


31.0 


CD8 lymphocyte act 


42.9 


Astrocytes rest 


38.4 


Secondary CD8 
lymphocyte rest 


50.3 


Astrocytes TNFalpha + 
IL-lbeta 


37.1 


Secondary CD8 
lymphocyte act 


32.5 


KU-812 (Basophil) rest 


36.1 


CD4 lymphocyte none ; 


2.4 


KU-8 12 (Basophil) 
PMA/ionomycin 


90.8 


2ryThl/Th2/Trl anti- i 
CD95CH11 


11.7 


CCD 1 106 (Keratinocytes) 
none 


64.2 


LAK cells rest 


18.9 


CCD 1106 (Keratinocytes) 
TNFalpha + IL-lbeta 


34.4 


LAK cells IL-2 


41.2 


Liver cirrhosis 


2.9 
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T AT/" TT 0_i_TT 11 

LAK cells 1L-/t1L- 1 1 




Lupus kidney 


2.2 


LAK cells IL-2+DFN 
gamma 


36.3 


NCI-H292 none 


38.4 


T AT/ TT O _L TT 1 O 

LAK cells LL-2+ 1L-18 


34.2 


NCI-H292 IL-4 


66.9 


LAK cells 

P IV/T A /i on nm vr i n 


11.8 


NCI-H292 IL-9 


62.4 


NK Cells IL-2 rest 


29.3 


NCI-H292 IL-13 


65.1 


Two Way MLR 3 day 


21.9 |NCI-H292 IFN gamma 


AO ^ 

48.3 


Two Way MLR 5 day 


27.7 JHPAEC none 


31.2 


Two Way MLR 7 day 


27.0 


HPAEC TNF alpha + IL-1 
beta 


37.6 


rBIVlL. rest 


6.5 | 


Lung fibroblast none 


35.6 


PBMC PWM 


89.5 


Lung fibroblast TNF alpha 
+ IL-lbeta 


20.7 


"nni K/~^ T)TJ A T 

rBML rrlA-L 


53.6 j 


Lung fibroblast IL-4 


63.3 


Ramos (B cell) none 


40.6 j 


Lung fibroblast IL-9 


55.5 


Ramos (B cell) 
ionomycin 


56.3 

- 1 . ! 


Lung fibroblast IL- 1 3 


44.8 


B lymphocytes PWM 


100.0 1 


Lung fibroblast IFN 
gamma 


71.2 


B lymphocytes CD40L 
and IL-4 


41.2 | 


Dermal fibroblast 
CCD1070rest 


78.5 


EOL-1 dbcAMP 


50.0 | 


Dermal fibroblast 
CCD1070 TNF alpha 


88.9 


EOL-1 dbcAMP 
PMA/ionomycin 


46.3 | 


Dermal fibroblast 
CCD1070 IL-1 beta 


49.7 


Dendritic cells none 


33.2 


Dermal fibroblast IFN 
gamma 


21.5 


Dendritic cells Lra 


26.1 j 


Dermal fibroblast IL-4 


43.8 


Dendritic cells anti- 
CD40 


29.9 J 


EBD Colitis 2 


1.2 




17.1 j 


IBD Crohn's 


1 8 


IVfonocvtes LPS 


14.0 (Colon 


1 5 4 


Macrophages rest 


59.0 1 


Lung 


16.6 


Macrophages LPS 


29.1 j 


Thymus 


15.6 


HUVEC none I 


35.1 | 


Kidney 


18.9 


HUVEC starved 


62.0 | 





CNS_neurodegeneration_vl.O Summary: Ag3282 - This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 
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General_screening _panel_vL4 Summary: Ag3282 Highest expression of this gene is seen 
in a brain cancer cell line (CT=24.3). This gene appears to be expressed more highly in the 
cancer cell lines than in the normal tissue samples on this panel and may be involved in 
cellular growth and proliferation. Based on this expression profile, this gene may be involved 
in gastric, pancreatic, brain, colon, renal, lung, breast, ovarian and prostate cancer as well as 
melanomas. Thus, expression of this gene could be used as a diagnostic marker for the 
presence of these cancers. Furthermore, therapeutic inhibition using antibodies or small 
molecule drugs might be of use in the treatment of these cancers. 

This gene is also expressed at high levels in all regions of the CNS examined. 
Therefore, this gene may play a role in central nervous system disorders such as Alzheimer's 
disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

In addition, this gene product is expressed in adipose, pancreas, adrenal, thyroid, 
pituitary, fetal skeletal muscle, heart, and liven This widespread expression in tissues with 
metabolic function suggests that this gene product may be important for the pathogenesis, 
diagnosis, and/or treatment of metabolic and endocrine diseases, including obesity and Types 
1 and 2 diabetes. 

Furthermore, this gene is more highly expressed in fetal skeletal muscle (CT=30.4) and 
liver (CT=27) when compared to expression in the adult skeletal muscle (CT>35) and liver 
(CT=30) may be useful for the differentiation of the fetal and adult sources of this tissue. 

Panel 4D Summary: Ag3282 This gene is expressed at high to moderate levels in a wide 
range of cell types of significance in the immune response in health and disease. Highest 
expression is seen in polkweed mitogen stimulated B lymphocytes (CT=25.7). In addition, 
expression is seen in members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, 
and peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell types 
from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. This 
ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in Panel 1.4 and also suggests a role for the gene product in cell 
survival and proliferation. Therefore, modulation of the gene product with a functional 
therapeutic may lead to the alteration of functions associated with these cell types and lead to 
improvement of the symptoms of patients suffering from autoimmune and inflammatory 
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diseases such as asthma, allergies, inflammatory bowel disease, lupus erythematosus, 
psoriasis, rheumatoid arthritis, and osteoarthritis. 



AA. CG57411-01 : KELCH-LIKE PROTEIN KLHL3C 

Expression of gene CG5741 1-01 was assessed using the primer-probe set Ag3229, 
described in Table AAA. Results of the RTQ-PCR runs are shown in Tables AAB, AAC, 
AADand AAE. 



Table AAA . Probe Name Ag3229 



Primers 


Sequences 


Length; 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -gcagcgagctctaccacat-3 ' 


19 


287 


472 


Probe 


TET-5 1 -aaggccttcgcgctgcagatctt-3 1 - 
TAMRA 


23 


310 


473 


Reverse 


5 ' -aagtcgtccttggagatgct-3 1 


20 


364 


474 



Table AAB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3229, 
Run 209862301 


Tissue Name 


Rel. Exp.(%) Ag3229, 
Run 209862301 


AD 1 Hippo 


16.3 


Control (Path) 3 
Temporal Ctx 


8.0 


AD 2 Hippo 


34.6 


Control (Path) 4 
Temporal Ctx 


35.8 


AD 3 Hippo 


15.9 j 


AD 1 Occipital Ctx 


18.6 


AD 4 Hippo 


6.9 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


100.0 


AD 3 Occipital Ctx 


11.7 


AD 6 Hippo 


35.4 


AD 4 Occipital Ctx 


17.7 


Control 2 Hippo 


31.2 


AD 5 Occipital Ctx 


49.7 


Control 4 Hippo 


12.1 


AD 6 Occipital Ctx 


14.2 


Control (Path) 3 
Hippo 


6.2 


Control 1 Occipital 
Ctx 


3.3 


AD 1 Temporal Ctx 


21.6 


Control 2 Occipital 
Ctx 


69.3 


AD 2 Temporal Ctx 


33.0 


Control 3 Occipital 
Ctx 


26.6 


AD 3 Temporal Ctx 


14.1 i 


Control 4 Occipital 
Ctx 


7.5 
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AD 4 Temporal Ctx 


16.8 


Control (Path) 1 
Occipital Ctx 


72.2 


AD 5 Inf Temporal 
Ctx 


71.7 


Control (Path) 2 
Occipital Ctx 


13.7 


AD 5 Sup Temporal; 
Ctx 


32.3 ; 


Control (Path) 3 
Occipital Ctx 


6.3 


AD 6 Inf Temporal i 
Ctx 


30.6 


Control (Path) 4 
Occipital Ctx 


16.8 


AD 6 Sup Temporal 

Ctx | 


33.9 


Control 1 Parietal 
Ctx 


8.6 


Control 1 Temporal 1 
Ctx 


4.4 


Control 2 Parietal 
Ctx 


39.8 


Control 2 Temporal 
Ctx 


56.6 


Control 3 Parietal 
Ctx 


21.5 


Control 3 Temporal \ 
Ctx 


19.6 | 


Control (Path) 1 
Parietal Ctx 


66.4 


Control 3 Temporal ; 
Ctx 


14.2 


Control (Path) 2 
Parietal Cu 


26.8 


Control (Path) 1 
Temporal Ctx 


62.0 


Control (Path) 3 
Parietal Ctx 


5.2 


Control (Path) 2 
Temporal Ctx 


36.1 ! 


Control (Path) 4 
Parietal Ctx 


54.3 


Table AAC. General screening panel vl.4 


Tissue Name 


Rel. Exp.(%) Ag3229, 
Run 214439727 


Tissue Name 


Rel. Exp.(%) Ag3229, 
Run 214439727 


Adipose 


6.0 


Renal ca. TK-10 


20.4 


Melanoma* 
Hs688(A).T 


8.1 


Bladder 


6.7 


Melanoma* 
Hs688(B).T 


13.5 


Gastric ca. (liver met.) 
NCI-N87 


11.2 


Melanoma* M14 


2.1 


Gastric ca. KATO III 


59.5 


Melanoma* 
LOXIMVI 


24.8 


Colon ca. SW-948 


0.6 


Melanoma* SK- 
MEL-5 


20.7 


Colon ca. SW480 


31.6 


Squamous cell 
carcinoma SCC-4 


6.7 


Colon ca* (SW480 
met) SW620 


4.7 


Testis Pool 


3.0 


Colon ca. HT29 


2.7 


Prostate ca.* (bone 
met) PC-3 


17.8 


Colon ca.HCT-1 16 


35.1 


Prostate Pool 


8.5 


Colon ca. CaCo-2 


2.5 


Placenta 


14.2 


Colon cancer tissue 


~ 6.2 


Uterus Pool 


5.8 


Colon ca. SW1 116 


3.3 
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Ovarian ca. 
OVCAR-3 


40.9 


Colon ca. Colo-205 


5.4 


Ovarian ca. SK-OV- j 

3- | 


17.7 


Colon ca. SW-48 


3.3 


Ovarian ca. j 
OVCAR-4 


11.9 


Colon Pool 


25.0 


Ovarian ca. 
OVCAR-5 


84.1 


Small Intestine Pool 


14.9 


Ovarian ca. IGROV-; 

1 


2.0 


Stomach Pool 


6.4 


Ovarian ca. 
OVCAR-8 


8.1 


Bone Marrow Pool 


9.7 


Ovary 


Q 7 

0./ 


retai Mean 


1 7 
1. / 


Breast ca. MLr- / 




riean rooi 


1U. / 


Breast ca. MDA- 
MB-231 


30.1 


Lymph Node Pool 


21.8 


Breast ca. BT 549 


8.1 


Fetal Skeletal Muscle 


4.2 


Breast ca. T47D 


100.0 


Skeletal Muscle Pool 


8.7 


breast ca. jvlua-im 


fl ft 


opieen rooi 




Breast Pool ! 


22.4 


Thymus Pool 


11.2 


Trachea 


10.4 


CNS cancer (glio/astro) 
U87-MG 


55.5 


Lung 


1.7 


CNS cancer (glio/astro) 
U-118-MG 


44.8 


Fetal Lung 


6.7 


CNS cancer 
(neuro;met) SK-N-AS 


5.8 


Lungca.NCI-N417 


11.7 


CNS cancer (astro) SF- 
539 


0.4 


Lungca. LX-1 


37.1 


CNS cancer (astro) 
SNB-75 


5.0 


Lungca.NCI-H146 ; 


6.2 


CNS cancer (glio) 

ONTO 1 O 


2.9 


Lung ca. SHP-77 


61.1 


UNi> cancer (gnoj or- 
295 


39.0 


Lung ca. A549 


6.3 


Brain (Amygdala) Pool 


8.4 


LrUng ca. NCl-rl oZo 


C 7 

O. / 


Brain (cerebellum) 


00 0 


Lung ca. Nd-rizi 


O.J 


h>rain (tetai ) 




Lung ca. NCI-H460 | 


2.9 


Brain (Hippocampus) 

rOOl 


8.5 


T iinA o "LTfYD /^O 

Lung ca. riur-oz 


C 1 


cereorai t^onex r 001 


on 7 


Lung ca. NCI-H522 ; 


0.5 


IJlalll l OUUoLaJlLla Ulgldf 

Pool 


14.7 


Liver 


0.3 


Brain (Thalamus) Pool 


13.8 


Fetal Liver 


1.8 


Brain (whole) 


11.5 
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Liver ca HenG2 1 


0.2 


jSpinal Cord Pool 


3.3 


Kidnev Pool 1 


26.8 


JAdrenal Gland 


29.9 


Fetal Kidnev i 


10.2 


jPituitary gland Pool 


10.7 


Renal ca. 786-0 j 


7.5 


ISalivary Gland 

: j ...» ._ 


4.1 


Renal ca. A498 | 


4.0 


jThyroid (female) 


1.1 


Renal ca. ACHN j 


11.9 


{Pancreatic ca. CAPAN2 


1.0 


Renal ca.UO-31 \ 


15.3 


(Pancreas Pool 


28.7 



Table AAD . Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3229, Run 
174442765 


Tissue Name 


Rel. Exp.(%) 
Ag3229, Run 
174442765 


Normal Colon 


15.5 


Kidney Margin 
(OD04348) 


100.0 


Colon cancer 
(OD06064) 


31.9 i 


Kidney malignant 
cancer (OD06204B) 


10.7 


Colon Margin 
(OD06064) 


' 20.6 


Kidney normal adjacent j 
tissue (OD06204E) 


11.6 


Colon cancer j 
(OD06159) 


6.0 


Kidney Cancer 
(OD04450-01) 


38.4 


Colon Margin 
(OD06159) 


12.7 


Kidney Margin 
(OD04450-03) 


17.4 


Colon cancer 
(OD06297-04) 


3.7 


Kidney Cancer 8120613: 


0.0 


Colon Margin 
(OD06297-05) 


22.4 


Kidney Margin 
8120614 


6.0 


CC Gr.2 ascend colon 
(OD03921) 


6.5 


Kidney Cancer 9010320 


12.0 


CC Margin (OD03921) \ 


10.5 


Kidney Margin 
9010^21 


9.9 


Colon cancer metastasis 
(OD06104) ! 


8.6 


Kidney Cancer 8120607 


47.3 


Lung Margin 
(OD06104) 


6.2 


Kidney Margin 
8120608 


5.6 


Colon mets to lung 
(OD04451-01) 


31.0 


Normal Uterus 


48.3 


Lung Margin 
(OD04451-02) 


39.5 


Uterine Cancer 06401 1 


14.9 


Normal Prostate 


41.2 


Normal Thyroid 


2.6 


Prostate Cancer 
(OD04410) 


8.1 


Thyroid Cancer 064010 


4.3 


Prostate Margin 
(OD04410) 


10.6 


Thyroid Cancer 
A302152 


15.3 


Normal Ovary 


23.2 


Thyroid Margin 


2.7 
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A302153 




Ovarian cancer ! 
(OD06283-03) j 


7.2 


Normal Breast 


46.0 


Ovarian Margin 
(OD06283-07) 


17.8 


Breast Cancer 

[yJLJyJ** JOO) 


5.9 


Ovarian Cancer 064008 ; 


22.2 


Breast Cancer 1024 


27.4 


Ovarian cancer 
(OD06145) 


9.0 


Breast Cancer 
(OD04590-01) 


19.5 


Ovarian Margin ; 
(OD06145) 


13.4 


Breast Cancer Mets 
(OD04590-03) 


13.5 


wv oil oil Cancer , 
(OD06455-03) 


6.3 


Breast Cancer 
Metastasis (OD04655- 
05) 


12.2 


Ovarian Margin 
(OD06455-07) j 


12.9 


Breast Cancer 064006 


8.1 


Normal Lung 


14.5 


Breast Cancer 9100266 


3.0 


Invasive poor diff. lung 1 
adeno (ODO4945-01 




Breast Margin 9100265 


3.4 


Lung Margin 
(ODO4945-03) j 


37 4 


Breast Cancer A209073 


11.2 


Lung Malignant Cancer > 
(OD03126) 


9 6 


Breast Margin 
A2090734 


61.1 


Lung Margin 
(OD03126) 


14 2 


Breast cancer 
(OD06083) 


4.7 


Lung Cancer 
(OD05014A) 


4.9 


Breast cancer node 

metastasis (UJJUoUo3 ) 


12.7 


Lung Margin \ 
(OD05014B) 


39.0 


Normal Liver 


2.8 


Lung cancer (OD06081) \ 


17.4 


Liver Cancer 1026 


13.6 


Lung Margin 
(OD06081) 


32 3 


Liver Cancer 1025 


12.9 


Lung Cancer 
(OD04237-01) 


4 2 


Liver Cancer 6004-T 


13.2 


Lung Margin 
(OD04237-02) 


74 7 


Liver Tissue 6004-N 


1.3 


Ocular Melanoma 
Metastasis 


12.9 


Liver Cancer 6005-T 


43.2 


Ocular Melanoma 
Margin (Liver) 


10.7 


Liver Tissue 6005-N 


4.8 


Melanoma Metastasis 


52.9 


Liver cancer uo4UUJ 




Melanoma Margin 
(Lung) 


21.0 


Normal Bladder 


9.3 


Normal Kidney 


4.7 


Bladder Cancer 1023 


5.8 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


_ jBladder Cancer 
jA302173 


4.2 
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Kidney Margin 
(OD04338) 


7.5 


Normal Stomach 


31.4 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


82.4 


Gastric Cancer 9060397 


1.2 


Kidney Margin 
(OD04339) 


13.2 


Stomach Margin 
9060396 


7.1 


Kidney Ca, Clear cell 
type(OD04340) 


8.3 


Gastric Cancer 9060395 


7.4 


Kidney Margin 
(OD04340) 


24.7 


Stomach Margin 
9060394 


10.9 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


13.1 


Gastric Cancer 064005 


10.4 



Table AAE. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3229, Run 
lo438y/04 


Tissue Name 


Rel. Exp.(%) 
Ag3229, Run 
1043o!>7U4 


Secondary Thl act 


3.4 


HUVEC IL-lbeta 


20.0 


Secondary Th2 act 


4.8 


HUVEC IFN gamma 


32.5 


Secondary Trl act 


2.1 


HUVEC TNF alpha + IFN; 
gamma 


26.6 


Secondary Thl rest 


1.2 


HUVEC TNF alpha + IL4 j 


35.1 


Secondary Th2 rest 


2.0 


HUVEC IL-1 1 i 


17.6 


Secondary Trl rest 


. 4.5 


Lung Microvascular EC 
none 


34.2 


Primary Thl act 


17.7 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


49.0 


Primary Th2 act 


5.3 


Microvascular Dermal EC 
none 1 


30.6 


Primary Trl act 


25.9 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


38.7 


Primary Thl rest 


14.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


46.7 


Primary Th2 rest 


6.5 


Small airway epithelium 
none 


22.1 


Primary Trl rest 


22.1 


Small airway epithelium 
TNFalpha + IL-lbeta 


97.9 


CD45RA CD4 
lymphocyte act 


12.7 


Coronery artery SMC rest 


31.2 


CD45RO CD4 
lymphocyte act 


6.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


10.5 


CD8 lymphocyte act 


2.4 


Astrocytes rest 


7.5 


Secondary CD8 
lymphocyte rest 


4.2 


Astrocytes TNFalpha + 
IL-lbeta 


8.6 
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Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.8 


CD4 lymphocyte none 


5.6 


KU-812 (Basophil) 
PMA/iondmycin 


2.9 


2ryThl/Th2/Trl_anti- 

CD95CH11 


3.7 


CCD1 1 06 (Keratinocytes) 
none 


6.2 


LAK cells rest 


5.9 


L-CLM lUo (K.eratinocytesj 
TNFalpha + IL-lbeta 


6.0 


TA"L^~«11*%TT1 

LAK cells IL-2 


J.U 


Liver cirrhosis 


ID. J 


LAK cells IL-2+1L- 1 2 


0.2 


Lupus kidney 


12. 1 


LAK cells IL-2+IFN 
gamma 


10.7 


NCI-H292 none 


30.8 


T A ~W TT Ox TT 1 O 

LAK cells IL-2+ IL-18 


5.0 


NC1-H292 IL-4 


4y. / 


T A 17" 1 n 

LAK cells 
PMA/ioriomvciri 


4.0 


NCI-H292IL-9 


43.5 


NK Cells IL-2 rest 


1.9 


NCI-H292 IL-13 


31.6 


Two Way MLR 3 day ; 




JNLl-rl2y2 irJN gamma 


1 /./ 


Two Way MLR 5 day 


3.3 


T_m A "C 

rlr Ar,L. none 


ion 


Two Way MLR 7 day 1 


12 


HPAECTNF alpha + IL-1 

Lain 

beta 


58.2 


rUMl rest 


U.o 


Lung fibroblast none 


4U.0 


PBMC PWM 


10.7 


Lung fibroblast TNF alpha 
+ IL-lbeta 


11.0 


TjTj-fc jf/~i Til T A T 

PBMC PHA-L 


10.2 


Lung fibroblast IL-4 


-1 An a 
100.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


55.1 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


78.5 


B lymphocytes PWM 


23.3 


Lung fibroblast EFN 
gamma 


82.4 


B lymphocytes CD40L j 
and IL-4 


18.6 


Dermal fibroblast 
CCD 1070 rest 


45.4 


EOL-1 dbcAMP 


1.8 


Dermal fibroblast 
CCD1070 TNF alpha 


36.3 


EOL-1 dbcAMP 
PMA/ionomycin 


2.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


23.8 


Dendritic cells none 


5.9 


Dermal fibroblast EFN 
gamma 


4.6 


Dendritic cells Lra 


O A 


L/ermal noroolast IL-4 


10.0 


Dendritic cells anti- 
CD40 


3.3 


IBD Colitis 2 


6.2 


Monocytes rest 


4.2 


IBD Crohn f s 


3.6 


Monocytes LPS 


0.9 


Colon 


30.1 


Macrophages rest 


3.1 


Lung 


19.9 


Macrophages LPS 


1.4 


Thymus 


20.6 
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HUVECnone | 35.1 


Kidney j 20.9 


HUVEC starved j 58.2 


! 



CNS_neurodegeneration_vLO Summary: Ag3229 - This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General screening panel vL4 Summary: Ag3229 - Highest levels of expression of this 
gene are seen in breast cancer cell line T47D (CT=28.5). Based on expression in this panel, 
this gene may be involved in gastric, brain, colon, renal, lung, breast, ovarian and prostate 
cancer as well as melanomas. Thus, expression of this gene could be used as a diagnostic 
marker for the presence of these cancers. Furthermore, therapeutic inhibition using antibodies 
or small molecule drugs might be of use in the treatment of these cancers. 

This gene product is also expressed in adipose, pancreas, adrenal, thyroid, pituitary, 
skeletal muscle, and heart. This widespread expression in tissues with metabolic function 
suggests that this gene product may be important for the pathogenesis, diagnosis, and/or 
treatment of metabolic and endocrine diseases, including obesity and Types 1 and 2 diabetes. 

In addition, this gene is expressed at low to moderate levels in all regions of the CNS 
examined. Therefore, this gene may play a role in central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

Panel 2.2 Summary: Ag3229 Highest expression of the CG5741 1-01 gene is seen in the 
kidney (CT=32.2). In addition, significant levels of expression are seen in samples derived 
from normal lung and breast. Expression in these normal tissues is also higher than in the 
corresponding malignant tissue. Thus, expression of this gene could be used to differentiate 
between these samples and other samples on this panel and as a marker to detect the presence 
of lung, breast and kidney cancer. Furthermore, therapeutic modulation of the expression or 
function of this gene may be effective in the treatment of lung, breast and kidney cancer. 

Panel 4D Summary: Ag3229 Highest expression of the CG5741 1-01 gene is seen in IL-4 
treated lung fibroblasts (CT-31.3). Significant levels of expression are seen in activated-NCI- 
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H292 mucoepidermoid cells as well as untreated NCI-H292 cells. Moderate expression is also 
detected in IL-9, IL-13 and IFN gamma activated lung fibroblasts, human pulmonary aortic 
endothelial cells (treated and untreated), small airway epithelium (treated and untreated), 
treated bronchial epithelium and lung microvascular endothelial cells (treated and untreated). 
The expression of this gene in cells derived from or within the lung suggests that this gene 
may be involved in normal conditions as well as pathological and inflammatory lung disorders 
that include chronic obstructive pulmonary disease, asthma, allergy and emphysema. 
Moderate/low expression of this gene is also detected in treated and untreated HUVECs 
(endothelial cells) and coronary artery smooth muscle cells (treated and untreated) and normal 
tissues that include lung, colon, thymus and kidney. Expression in the various immune cell 
types and tissue samples suggests that therapeutic modulation of this gene product may 
ameliorate symptoms associated with infectious conditions as well as inflammatory and 
autoimmune disorders that include psoriasis, allergy, asthma, inflammatory bowel disease, 
rheumatoid arthritis and osteoarthritis. 

AB. CG57399-01 and CG57399-03: PHOSPHOLIPASE ADRAB-B PRECURSOR 

Expression of gene CG57399-01 and variant CG57399-03 was assessed using the 
primer-probe sets Ag3952 and Ag3226, described in Tables ABA and ABB. Results of the 
RTQ-PCR runs are shown in Tables ABC and ABD. 



Table ABA . Probe Name Ag3952 



Primers 


Sequences 


Length! 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 • -ctgtgtccctgtgtcctgaa-3 * 


20 i 


1633 


475 


Probe 


TET-5 ' -tcaacagaacttgctaccctcatcga-3 ' -TAMRA 


26 ; 


1666 


476 


Reverse 


5 ' -gtgggtcttctcctgaaacttc-3 ' 


22 


1701 


477 



Table ABB . Probe Name Ag3226 



Primers! 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -gatgatcctcaggtcactgtgt-3 ' 


22 


1617 


478 


Probe 


TET-5 1 -ccctgtgtcctgaagtttgatgataactca-3 1 - 
TAMRA 


30 


1639 


479 


Reverse 


5 ' -tcgatgagggtagcaagttct-3 ' 


21 


1671 


480 



Table ABC . General_screening_panel_vl .4 
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Tissue Name 


Rel. Exp.(%) Ag3952* 

Pun IllfiC^IU 


Tissue Name 


Rel. Exp.(%) Ag3952, 

Kun Z1J5301Z0 


Adipose 


9.0 


Renal ca. TK-10 


15.0 


Melanoma* 


3.0 


Bladder 


22.7 


Melanoma* 
riSOoo(r>). 1 


3.4 


Gastric ca. (liver met.) 

XT/^T XTC7 


13.0 


Melanoma* M 14 j 


0.9 


Gastric ca. KATO III 


75.3 


Melanoma* 
LOXIMVI 


11.7 ! 


Colon ca. SW-948 


4.3 


Melanoma* SK- 


1.5 


Colon ca. SW480 


97.3 


Squamous cell ! 
carcinoma 


8.7 


Colon ca * (SW480 

met) oWozU 


4.4 


Testis Pool 


IZ.o 


v^oion ca. ri I zy 




Prostate ca.* (bone 
met) PC-3 


10.5 


Colon ca.HCT-1 16 


1.2 


Prostate Pool 


12.9 


Colon ca. CaCo-2 


60.7 


Placenta 


C 1 

J. 1 


uoion cancer tissue 




Uterus Pool 


6.5 


Colon ca. SW1 116 


0.0 


Ovarian ca. 
OVCAR-3 I 


7.3 


Colon ca. Colo-205 


0.9 


Ovarian ca. SK-OV- 
3 


26.4 


Colon ca. SW-48 


26.1 


Ovarian ca. 
OVCAR-4 


1.9 


Colon Pool 


18.8 


Ovarian ca. 
OVCAR-5 


6.7 


Small Intestine Pool 


5.3 


Ovarian ca. IGROV-j 

1 
1 


9.2 


Stomach Pool ; 


7.9 


Ovarian ca. 
OVCAR-8 


4.2 


Bone Marrow Pool 


8.4 


Ovary 


inn 


retal Heart 


1 O 


Breast ca. Mtr-/ 


U.4 


Heart rooi 


J. 1 


Breast ca. MDA- 
MB-231 


92.0 


Lymph Node Pool 


32.1 


Breast ca BT 549 

ui wool va< u a s 


5 5 


Fetal Skeletal Muscle 


1.2 


Breast ca. T47D 

^ ._ „ . j 


2.5 


Skeletal Muscle Pool 


4.7 


Breast ca. JMDA-N 


1.0 


Spleen Fool 


ID o 


Breast Pool 


19.6 


Thymus Pool 


19.3 


Trachea 


10.3 


CNS cancer (gho/astro) 
U87-MG 


38.2 


Lung 


1.2 


CNS cancer (glio/astro) 
U-118-MG 


12.2 
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Fetal Lung 


8.3 


CNS cancer 
(neuro;met) SK-N-AS 


0.9 


Lung ca.NCI-N417 


0.9 


CNS cancer (astro) SF- 
539 


7.6 


Lung ca. LX-1 


27.2 


CNS cancer (astro) 
SNB-75 


17.1 


Lungca.NCI-H146 


10.7 


CNS cancer (glio) 

ox TO 1 C\ 


6.8 


Lung ca. SHP-77 


47.3 


cancer igiioj 

295 


5.7 


Lung ca. A549 


5.1 


Brain (Amygdala) Pool 


7.0 


Lung ca. NCl-riSzo j 


0.0 


Brain (cerebellum) 


3.2 


Lung ca. INCl-riZi 


A 1 

4.1 


Brain (tetal) 


19. 3 


Lungca.NCI-H460 j 


0.5 


Brain (Hippocampus) 
Fool 


13.1 


Lung ca. rlUr-oz 


Z. 1 


Cerebral Cortex rool 


1 A Q 
14. 0 


Lungca.NCI-H522 


1.3 


Brain (Substantia nigra) 
Pool 


6.3 


Liver 


0.0 


Brain rThalarnu^ Pool 


15 2 


Fetal Liver 


1.7 


Brain fwhole^ 


10.4 


Liver ca Hen02 


0.5 


Sninal Cord Pool 


5 3 


Kidney Pool 


21.2 


Adrenal filand 


100.0 


Fetal Kidnev 


1.6 


Pitiiitarv t?land Pool 


4.3 


Renal ca. 786-0 


1.7 


Salivary Gland 


3.4 


Renal ca. A498 


1.3 


Thyroid (female) 


14.5 


Renal ca. ACHN 


4.3 


Pancreatic ca. CAPAN2 


1.7 


Renal ca.UO-31 


17.4 


Pancreas Pool 


24.5 



Table ABD. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag3226, 
Run 167994701 


Tissue Name 


Rel. Exp.(%) Ag3226, 
Run 167994701 


Liver adenocarcinoma 


2.5 


Kidney (fetal) 


16.3 


Pancreas 


0.0 


Renal ca. 786-0 


0.9 


Pancreatic ca. CAP AN 
2 


0.0 


Renal ca. A498 


1.4 


Adrenal gland j 19.6 


Renal ca. RXF 393 


3.4 


Thyroid 


16.3 


Renal ca. ACHN 


1.4 


Salivary gland 


0.0 


Renal ca. UO-31 


2.8 


Pituitary gland 


1.9 


Renal ca. TK-10 


4.4 


Brain (fetal) 


25.5 


Liver 


0.0 


Brain (whole) 


4.6 


Liver (fetal) 


1.1 


Brain (amygdala) 


6.7 


Liver ca. 

(hepatoblast) HepG2 


0.0 
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rsrain (cereDeuurnj 


1 & 


Lung 


O 0 

o.o 


Brain (hippocampus) 


22.2 


Lung (fetal) 


1.7 


Brain (substantia nigra) 


3.1 


Lung ca. (small cell) 
LX-1 


18.6 


Brain (thalamus) 


3.2 


Lung ca. (small cell) 
NCI-H69 


4.2 


Cerebral Cortex 


26.2 


Lung ca. (s.cell var.) 
SHP-77 


100.0 


Spinal cord 


3.1 


Liing ca. (large 
cell)NCI-H460 


0.0 


glio/astro U87-MG 


7.5 


Lung ca. (non-sm. 
cell) A549 


6.7 


glio/astroU-118-MG 


4.2 


Lung ca. (non-s.cell) 
NCI-H23 


5.7 


astrocytoma SW1783 j 


1.2 


Lung ca. (non-s.cell) 
HOP-62 


0.0 


neuro*; met SK-N-AS 


0.0 


Lung ca. (non-s.cl) 
NCI-H522 


0.0 


astrocytoma SF-539 


0.0 


Lung ca. (squam.) 


0.9 


astrocytoma SNB-75 


4.3 


Lung ca. (squam.) 

JNCl-xiDyo 


3.7 


glioma SNB-19 


6.0 


Mammary gland 


6.3 


glioma U251 


14.1 


Breast ca.* (pi.ef) 
MCF-7 


0.0 


glioma SF-295 


0.0 


Breast ca.* (pi.ef) 

JVLUA-IVIJd-zj 1 


45.4 


Heart (fetal) 


1.4 


Breast ca.* (pi.ef) 
T47D 


4.3 


Heart 


1.0 


Breast ca. BT-549 


7.1 


skeletal muscle (letal) 


vJ 


Breast ca. JMUA-In 


A A 
U.U 


Skeletal muscle 


3.2 


Ovary 


10.9 


Bone marrow 


3.1 


Ovarian ca. OVCAR- 
3 


0.0 


Thymus 


5.7 


Ovarian ca. OVCAR- 
4 


2.4 


Spleen 


7.2 


Ovarian ca. OVCAR- 
5 


5.2 


Lymph node 


0.0 


Ovarian ca. OVCAR- 
8 


0.0 


Colorectal 


4.8 


Ovarian ca. IGROV- 

i 
i 


0.0 


Stomach 


5.1 


Ovarian ca.* (ascites) 
SK-OV-3 


3.0 


Small intestine 


1.5 


Uterus 


5.8 
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Colon ca. SW480 


33.2 


Placenta 


0.0 


Colon ca.* 
oWo/U(,o W48U meij 


8.8 


Prostate 


1.6 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 


2.6 


Colon ca.HCT-1 16 


0.0 


Testis 


7.4 


Colon ca. CaCo-2 


35.4 


Melanoma 


0.0 


Colon ca. 
tissue(,ujju i ooo) 


24.5 


Melanoma* (met) 


0.0 


Colon ca. HCC-2998 ■ 


15.7 


Melanoma UACC-62 


0.0 


Gastric ca.* (liver met) 
NCI-N87 


6.4 


Melanoma M14 


0.0 


Bladder 


14.6 


Melanoma LOX 
IMVI 


0.0 


Trachea 


4.4 


Melanoma* (met) 
SK-MEL-5 


0.0 


Kidney 


2.4 


Adipose 


17.3 



General_screening_panel_vl.4 Summary: Ag3952 Highest expression of this gene is seen 
in the adrenal gland (CT=29). Thus, this gene product maybe a treatment for Addison's 
disease and other adrenalopathies. This gene also has low levels of expression in adipose, 
heart, skeletal muscle, pituitary, thyroid, and pancreas. Therapeutic modulation of this gene 
product may be important for the diagnosis or treatment of endocrine or metabolic disease, 
including Types 1 and 2 diabetes, obesity and pancreatitis. 

Expression of this gene is also seen in sample derived from colon, gastric, lung and 
breast cancers. Thus, expression of this gene could be used to differentiate between these 
samples and other samples on this panel and as a marker to detect the presence of these 
cancers. Furthermore, therapeutic modulation of the expression or function of this gene may 
be effective in the treatment of colon, gastric, lung and breast cancers. 

Low but significant levels of expression are also seen for all regions of the CNS 
examined. Thus, this gene product may be useful for treatment of CNS disorders such as 
Alzheimer's disease, Parkinson's disease, stroke, epilepsy, schizophrenia and multiple 
sclerosis. 

Panel 1.3D Summary: Ag3952 Highest expression of the CG57399-01 gene is seen in a lung 
cancer cell line (CT=32.5). Low but significant expression is also seen in cell lines derived 
from breast and colon cancers. Overall, expression is consistent with expression seen in Panel 
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1.4. Thus, expression of this gene could be used to differentiate between these samples and 
other samples on this panel and as a marker to detect the presence of these cancers. 
Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in the treatment of colon, gastric, lung and breast cancers. 

Among metabolic tissues, significant levels of expression are seen in adipose and the 
adrenal gland. Thus, this gene product may be useful for treatment of obesity, Addison's 
disease and other adrenalopathies. 

In addition, this gene is expressed in the hippocampus, and cerebral cortex. Both these 
regions of the brain undergo degeneration in Alzheimer's disease. Thus, therapeutic 
modulation of the expression or function of this gene may be effective in the treatment of this 
disease or any other neurodegenerative disorders. 

AC- CG57399-02: PHOSPHOLIPASE ADRAB-B PRECURSOR 

Expression of gene CG57399-02 was assessed using the primer-probe set Ag3952, 
described in Table ACA. Results of the RTQ-PCR runs are shown in Table ACB. Please note 
that this gene represents a variant of CG57399-01 . This sequence however, only corresponds 
to probe and primer set Ag3952. 



Table ACA . Probe Name Ag3952 



Primers 


Sequences 


Length 


Start Positionj 


Forward 


5 ' -ctgtgtccctgtgtcctgaa-3 ' 


20 


578 j 481 


Probe 


TET-5 1 -tcaacagaacttgctaccctcatcga-3 1 - \ 
TAMRA 


26 


611 | 482 


Reverse 


5 1 -gtgggtcttctcctgaaacttc-3 ' 


22 


646 | 483 



Table ACB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3952, 
Run 213856126 


Tissue Name 


Rel. Exp.(%) Ag39S2, 
Run 213856126 


Adipose 


9.0 


Renal ca. TK-10 


15.0 


Melanoma* 
Hs688(A).T 


3.0 | 


Bladder 


22.7 


Melanoma* 
Hs688(B).T 


3.4 • 


Gastric ca. (liver met.) 
NCI-N87 


13.0 


Melanoma* M14 


0.9 


Gastric ca. KATO HI 


75.3 
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Melanoma* 
LOXIMVI 


11.7 


Colon ca. SW-948 


4.3 


Melanoma* SK- 

\yfT7T C 

JVLb.LO 


1.5 | 


Colon ca. SW480 


97.3 


Squamous cell j 
carcinoma SGC-4 j 


8.7 


Colon ca* (SW480 

UlSlf SWDiU 


4.4 


i estis r 001 




Pnlnn rn HT9Q 


0 4 


rrostate ca. ^oone 
met) PC-3 


10.5 


Colon ca.HCT-1 16 


1.2 


Prostate Pool 


12.9 : 


Colon ca. CaCo-2 


60.7 


Placenta 


^ 1 


i>oion cancer usbuc 


OR 7 


Uterus Pool 


6.5 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


7.3 


Colon ca. Colo-205 


0.9 


Ovarian ca. SK-OV- 
3 


26.4 


Colon ca. SW-48 


26.1 


Ovarian ca. 
OVCAR-4 


1.9 


Colon Pool 


18.8 


Ovarian ca. 
OVCAR-5 


6.7 


Small Intestine Pool 


5.3 


Ovarian ca. IGROV-I 
i 

t \ 


9.2 


Stomach Pool 


7.9 


uvanan ca. 
OVCAR-8 j 


4.2 


Bone Marrow Pool 


8.4 


Ovary 


inn 


reiai xiean 


l 7 


rJreast ca. Mtr-/ 


n a 


riearx rooi 


^ 7 

J. / 


rjreasi ca. jyllja.- 
MB-231 ! 


92.0 


Lymph Node Pool 


32.1 


Breast ca. BT 549 


5.5 


Fetal Skeletal Muscle 


1.2 


Breast ca. T47D 


2.5 | 


Skeletal Muscle Pool 


4.7 


ore as i ca. ivllja-in 




opiccii rooi 




Breast Pool 


19.6 


Thymus Pool 


19.3 


Trachea 


10.3 


CNS cancer (gho/astro) 
U87-MG 


38.2 


Lung 


1.2 


CNS cancer (glio/astro) 
U-118-MG 


12.2 


Fetal Lung 


8.3 


CNS cancer 
(neuro;met) SK-N-AS 


0.9 


Lung ca. NCI-N417 


0.9 


CNS cancer (astro) SF- 
539 


7.6 


Lungca. LX-1 


27.2 


CNS cancer (astro) 


17.1 


Lung ca. NCI-H146 


10.7 


CNS cancer (glio) 
SNB-19 


6.8 


Lung ca. SHP-77 


47.3 


CNS cancer (glio) SF- 


5.7 
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295 




Lung ca. A549 


5.1 


Brain (Amygdala) Pool 


7.0 


Lung ca. Ni^i-xiD^o 


n n 
u.u 


orain ^cereDeiiurnj 




Lung ca. iNV^i-riz^ 


A 1 


r>rain ^ietai j 


1 Q 7 


Lung ca. NCI-H460 


0.5 


Brain (Hippocampus) 

rOOl 


13.1 


T lino r»o UflD AO I 

idling ca. ti\Jr-oz 


0 7 


i^ereorai v^onex rooi 




Lung ca. NCI-H522 j 


1.3 


rsrain ^oUDStanua nigra/ 
Pool 


6.3 


Liver 


0.0 


Brain f Thalamus^ Pool 


15.2 


Fetal Liver 


1.7 


Brain f wholes 


10.4 


Liver ca. HeDG2 


0.5 


Sninal Cord Pool 


5.3 


Kidney Pool 


21.2 


Adrenal Gland 


100.0 


Fetal Kidney 


1.6 


Pituitary gland Pool 


4.3 


Renal ca. 786-0 


1.7 


Salivary Gland 


3.4 


Renal ca. A498 


1.3 


Thyroid (female) 


14.5 


Renal ca. ACHN 


4.3 


Pancreatic ca. CAPAN2 


1.7 


Renal ca.UO-31 


17.4 


Pancreas Pool 


24.5 



General screening panel vl.4 Summary: Ag3952 Highest expression of this gene is seen 
in the adrenal gland (CT=29). Thus, this gene product may be a treatment for Addison's 
disease and other adrenalopathies. This gene also has low levels of expression in adipose, 
heart, skeletal muscle, pituitary, thyroid, and pancreas. Therapeutic modulation of this gene 
product may be important for the diagnosis or treatment of endocrine or metabolic disease, 
including Types 1 and 2 diabetes, obesity and pancreatitis. 

Expression of this gene is also seen in cell line samples derived from colon, gastric, 
lung and breast cancers. Thus, expression of this gene could be used to differentiate between 
these samples and other samples on this panel and as a marker to detect the presence of these 
cancers. Furthermore, therapeutic modulation of the expression or function of this gene may 
be effective in the treatment of colon, gastric, lung and breast cancers. 

Low but significant levels of expression are also seen for all regions of the CNS 
examined. Thus, this gene product may be useful for treatment of CNS disorders such as 
Alzheimer's disease, Parkinson's disease, stroke, epilepsy, schizophrenia and multiple 
sclerosis. 

AD. CG5931 1-01 : ACYL-COENZYME A THIOESTER HYDROLASE bp. 
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Expression of gene CG5 931 1-01, splice variant CG5931 1-02, and foil length clone 
CG5931 1-03, was assessed using the primer-probe set Ag3541, described in Table ADA. 
Results of the RTQ-PCR runs are shown in Tables ADB and ADC. 



Table ADA . Probe Name Ag3541 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ctcactcaaaggcacaggtaga-3 ' 


22 


1199 


484 


Probe 


TET-5 ' -tggcagcaaattcaaactttcttcca-3 ' - 
TAMRA 


26 


1225 


485 


Reverse j 


5 ' -tttgctgtgcttgacagatttt-3 ' 


22 


1269 


486 



Table ADB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3541, 
Run 217049294 


Tissue Name 


Rel. Exp.(%) Ag3541, 
Run 217049294 


Adipose 


0.0 


Renal ca. TK- 10 


6.0 


Melanoma* j 
Hs688(A).T 


0.7 


Bladder 


3.7 


Melanoma* 
Hs688(B).T 


1.6 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 j 


0.0 


Gastric ca. KATO in 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


2.7 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


5.4 


Testis Pool 


3.1 


Colon ca HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


1.4 


Colon ca. HCT-116 


0.6 


Prostate Pool 


2.3 


Colon ca. CaCo-2 


0.6 


Placenta 


0.5 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1 116 


0.0 


Ovarian ca. 
OVCAR-3 


2.9 | 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.9 


Colon Pool 


4.6 


Ovarian ca. 
OVCAR-5 


27.0 


Small Intestine Pool 


6.6 


Ovarian ca. IGROV- 


- 0.0 ; 


Stomach Pool 


3.1 
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1 
1 








KJVdndU Ca. 

OVCAR-8 


1.8 


Bone Marrow Pool 


1.4 


Ovary 




x^Clal FLCal I 


9 2 


rJrcast ca. iviv^r - / 




ocdii roui 




DlcaSl Ca. ]VlU/\- 

MB-231 


8.0 


Lymph Node Pool 


3.9 


Breast ca. BT 549 


4.9 


Fetal Skeletal Muscle 


4.9 


Breast ca. T47D 


52.9 


Skeletal Muscle Pool 


13.5 


oreast ca. ivuuA-iN 




C r\1 oon PnAl 

opieen ruui 


0 0 


Breast Pool 


6.7 


Thymus Pool 


4.7 


Trachea 


0.9 


CNS cancer (gho/astro) 
U87-MG 


0.9 


Lung 


1.7 


✓"IV TO f 1 * / i. \ 

CNS cancer (gho/astro) 
U-118-MG 


12.1 


Fetal Lung 


2.2 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lungca.NCI-N417 


0.0 


/-"t-v TO f a \ O T~> 

CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-1 


4.2 


CNS cancer (astro) 
SNB-75 


5.2 


Lungca.NCI-H146 


2.1 


CNS cancer (glio) 

CXTR-1 Q 


0.0 


Lung ca. SHP-77 


6.7 j 


voiiL/Ci ^giiv^ or* 

295 


0.7 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


4.2 


Lung ca. INUl-rijzo 


u.u 


Drain ^ccrcDciium^ 


inn o 


Lung Ca. JNl^l-rlZj 


1U.Z 


Drain yL^idi) 


14 7 


Lung ca. NCI-H460 


3.4 


Brain (Hippocampus) 
rDOi 


9.0 


Lung ca. rnjf-oz 


n n 

u.u 


/^^taV*t*o 1 C^t^rff^'v Pool 


9 7 


Lung ca. NCI-H522 


8.5 


Tj t"Q 1 T1 / Vllr%ct'QTlt"lQ Til fTT*Q 1 

Olalll ^OUUdlaJlUa HlglaJ 

Pool 


3.5 


Liver 


0.5 


Brain (Thalamus) Pool 


10.5 


Fetal Liver 


1.5 


Brain (whole) 


12.9 


TJver ca HenG2 


0.5 


Spinal Cord Pool 


7.6 


Kidney Pool 


9.8 


Adrenal Gland 


10.2 


Fetal Kidney 


7.9 


Pituitary gland Pool 


3.1 


Renal ca. 786-0 


0.0 


Salivary Gland 


1.7 


Renal ca. A498 


0.0 


Thyroid (female) 


0.9 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


2.8 


Renal ca. UO-31 


3.3 


Pancreas Pool 


6.6 



Table ADC . Panel 4D 
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Tissue Name 


Rel. Exp.(%) 

AgJ541, KUD 

166447041 


l issue Name 


Re!. Exp.(%) 

AgJ541, Kun 

166447041 


secondary Inl act 


z. / 


TTT n/rp tt i U- TO 

riU V e\j> LL- 1 oeia 


u.u 


Secondary Tn2 act 


A 1 

4.1 


LIT TWC/" 1 TT7VT r»n**-»*Y-»o 

nUVhL irJN gamma 


U.U 


Secondary Trl act 


0.0 


HUVbC INr alpha + IrJN 
gamma 


0.0 


Secondary Thl rest 


A A 

u.u 


t TT T\ TT?/^ T~ r XTT7 n 1«1_« i TT A 

HU VEC 1 NF alpha + 1L4 


U.U 


Secondary Th2 rest 


0.0 


HUVECIL-11 


2.1 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


2.7 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


. 0.0 


Microvascular Dermal EC ! 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC j 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


2.3 


CD45RO CD4 
lymphocyte act 


1-7 


Coronery artery SMC 
INr alpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


1.8 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


4.2 


CD4 lymphocyte none [ 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


1.4 


2ryThl/Th2/Trl_anti- | 
CD95 CH11 


0.0 


CCD1 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


2.8 


CCD l lUo (Keratinocytes) 
TNFalpha + IL-lbeta 


9.8 


LAK cells LL-Z 


0.0 


Liver cirrhosis 


LI. 1 


T AV --11- tt OiTT 11 

LAK cells 1L-2+IL-12 


'» A A 

, 0.0 


Lupus kidney 


1 Q y( 


LAK cells IL-2+IFN 

gannna 


0.0 


NCI-H292 none 


10.4 


LAK cells IL-2+IL-18 


0.0 


NCI-H292 IL-4 


7.2 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


15.2 
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NK Cells IL-2 rest 


1.7 


NCI-H292IL-13 


3.1 


i wo w ay MLK J Udy 


0 0 


MPT tj^O? TFN gamma 


7 3 


I wo way mlk j aay 


J.J 


ltd AT7P nnnp 
srir /\±j\^ nunc 


0 0 

v.v/ 


Two Way MLR 7 day 


0.0 


HP AEC TNF alpha + IL- 1 ] 

beta 


0.0 


roMt rest 


u.u 


JLrling IlDrOUIaol IlUllC 


1 7 

1 . / 


PBMC PWM 


0.0 


idling IlDlODldal 1 i\r dipild . 

+ IL-1 beta J 


5.7 


ruML rrlA-L 




i^ung noroDiasi 11^-*+ 


0 0 

\J.\J 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


2.2 


Lung fibroblast IL- 1 3 


3.2 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1 070 rest 


2.9 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


2.9 


EOL-1 dbcAMP \ 

x^jvL/vionomycin 


0.0 


Dermal fibroblast 
rrnift7n tt -i hpta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 

goiiiiila 


0.0 


uenoritic cens Lro 


J.J 




i < 
i *j 


jjenanuc cens anu- 
CD40 


0.0 


BD Colitis 2 


5.4 


Monocytes rest 


0.0 


BD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


14.1 


Macrophages rest 


4.5 


Lung 


0.0 


Macrophages LPS 


2.1 


Thymus 


100.0 


HUVEC none 


0.0 


Kidney 


2.3 


HUVEC starved 


2.5 







CNS_neurodegeneration_vl.O Summary: Ag3541 - Expression of this gene is 
low/undetectable (CTs > 34.5) across all of the samples on this panel (data not shown). 



General_screenin&__panel_vl.4 Summary: Ag3541 Significant expression of this gene is 
seen only in cerebellum, fetal brain, the breast cancer cell line T47D, and ovarian cancer cell 
line OVCAR-5 (CTs=32-35). Therefore, expression of this gene can be used to differentiate 
between these samples and others on this panel. 

Panel 4D Summary: Ag3541 - There is significant expression of this gene only in thymus 
(CT=33.8). Therefore, expression of this gene may be used to identify thymic tissue. 
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Furthermore, drugs that inhibit the function of this protein may regulate T cell development in 
the thymus and reduce or eliminate the symptoms of T cell mediated autoimmune or 
inflammatory diseases, including asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, or rheumatoid arthritis. Additionally, therapeutics designed against this 
putative protein may disrupt T cell development in the thymus and function as an 
immunosuppresant for tissue transplant. 

AE. CG59309-01: ACYL-COENZYME A THIOESTER HYDROLASE 

Expression of gene CG59309-01 was assessed using the primer-probe set Ag3540, 
described in Table AEA. Results of the RTQ-PCR runs are shown in Tables AEB, AEC, AED 
and AEE. 



Table AEA . Probe Name Ag3540 



Primers 


Sequences 


Length 


Start | SEQ ID 
Position j NO: 


Forward; 


5 ' -ccacgttggctctagcttatta-3 ' 


22 


649 | 487 


Probe 


TET-5 ' -tgaagatctccccaataacatggaca-3 • - 
TAMRA 


26 


677 | 488 


Reverse 


5 ■ -ttcgaagtactccagggatatg-3 ' 


22 


704 j 489 



Table AEB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3540, 
Run 210638385 


Tissue Name 


Rel. Exp.(%) Ag3540, 
Run 210638385 


AD 1 Hippo 


13.7 


Control (Path) 3 
Temporal Ctx 


8.2 


AD 2 Hippo 


26.2 


Control (Path) 4 
Temporal Ctx 


34.2 


AD 3 Hippo 1 


13.1 


AD 1 Occipital Ctx 


23.2 


AD 4 Hippo 


3.4 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


30.4 


AD 3 Occipital Ctx 


7.8 


AD 6 Hippo 


55.9 


AD 4 Occipital Ctx 


15.0 


Control 2 Hippo 


24.0 


AD 5 Occipital Ctx 


8.1 


Control 4 Hippo 


4.5 


AD 6 Occipital Ctx 


76.3 


Control (Path) 3 
Hippo 


6.2 


Control 1 Occipital 
Ctx 


3.6 


AD 1 Temporal Ctx 


11.0 


Control 2 Occipital 
Ctx 


96.6 


AD 2 Temporal Ctx 


19.5 


Control 3 Occipital 


36.3 
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Ctx 




AD 3 Temporal Ctx 1 


4.8 


Control 4 Occipital 
Ctx 


3.9 


AD 4 Temporal Ctx j 


15.6 


Control (Path) l 
Occipital Ctx 


100.0 


AD 5 Inf Temporal i 
Ctx 


36.9 


Control (Path) 2 
Occipital Ctx 


7.6 


AD 5 SupTemporal 
Ctx 


27.4 


Control (Path) 3 
Occipital Ctx 


1.6 


AD 6 Inf Temporal j 
Ctx 


47.3 


Control (Path) 4 
Occipital Ctx 


16.6 


AD 6 Sup Temporal \ 
Ctx 


64.2 


Control 1 Parietal 
Ctx 


8.7 


Control 1 Temporal 
Ctx 


7.0 


Control 2 Parietal 
Ctx 


20.7 


Control 2 Temporal j 
Ctx 


53.2 


Control 3 Parietal 
Ctx 


27.2 


Control 3 Temporal | 
Ctx 


19.9 


Control (Path) 1 
Parietal Ctx 


88.9 


Control 4 Temporal 
Ctx 


10.5 


Control (Path) 2 
Parietal Ctx 


10.8 


Control (Path) 1 
Temporal Ctx 


68.3 


Control (rath) i 
Parietal Ctx 


10.1 


Control (Path) 2 
Temporal Ctx 


25.3 


Control (Path) 4 
Parietal Ctx 


47.6 



Table AEC . General_screening_panel_vl.4 



Tissue Name 


Rel.Exp.(%) Ag3540, 
Run 217049291 


Tissue Name 


Rel. Exp.(%) Ag3540, 
Run 217049291 


Adipose 


1.3 


Renal ca. TK-10 


0.1 


Melanoma* 
Hs688(A).T 


0.7 


Bladder 


1.1 


Melanoma* 
Hs688(B).T 


0.5 


Gastric ca. (liver met.) 
NCI-N87 


5.6 


Melanoma* Ml 4 


0.2 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 ! 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


10.3 


Squamous cell 
carcinoma SCC-4 


0.3 


Colon ca.* (SW480 
met) SW620 


2.8 


Testis Pool 


0.3 


Colon ca. HT29 


0.8 


Prostate ca.* (bone 
met) PC-3 


0.8 


Colon ca. HCT-116 


0.0 
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Prostate Pool 


0.3 


Colon ca. CaCo-2 


3.5 


Placenta 


1 A 


v^oion Cancer iioouc 


1 A 


Uterus Pool 


0.1 


Colon ca. SW1116 


0.0 


Ovarian ca. j 
OVCAR-3 


1.6 


Colon ca. Colo-205 


3.3 


Ovarian ca. SK-OV- \ 
3 


3.6 


Colon ca. SW-48 


1.7 


Ovarian ca. 
OVCAR-4 


0.4 


Colon Pool 


0.2 


Ovarian ca. i 
OVCAR-5 


23.7 1 


Small Intestine Pool 


0.3 


Ovarian ca. IGROV- 

1 


0.0 


Stomach Pool 


0.1 


Ovarian ca. 
OVCAR-8 j 


0.0 


Bone Marrow Pool 


0.2 


Ovary 


n 1 


LT a|a 1 LI AAl^ 1 

retai neart 


n a 


breast ca. Mtr- / 




Heart Pool 


u.z 


Breast ca. MDA- 
MB-231 


2.5 j 


Lymph Node Pool 


0.3 


Breast ca. BT 549 


3.0 


Fetal Skeletal Muscle 


0.1 


Breast ca. T47D 


100.0 


Skeletal Muscle Pool 


0.4 


Breast ca. MDA-N 




opieen rooi 


n o 
u.z 


Breast Pool 


0.3 i 


Thymus Pool 


0.3 


Trachea 


0.4 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.3 


Fetal Lung j 


0.2 


CNS cancer 
(neuro;met) SK-N-AS 


1.0 


Lung ca. NCI-N417 \ 


0.0 


CNS cancer (astro) SF- 
539 


0.6 


Lung ca. LX-1 


3,5 


CNS cancer (astro) 
SNB-75 


3.1 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.1 


L/JNb cancer (gnoj or- 
295 


.0.2 


Lung ca. A549 


1.4 


Brain (Amygdala) Pool 


0.7 


T MPT TTCO/C 

Lung ca. iNUl-ri:>zo 


U. / 


Brain (cerebellum) 




Lung ca. JNUl-rixi 


1.3 


wrain (tetai) 


U.J 


Lungca. NCI-H460 


0.8 


Dial 11 ^XiippUCallipilii^ 

Pool 


1.0 


Lung ca. HOP-62 


1.2 


Cerebral Cortex Pool 


0.9 


Lung ca. NCI-H522 


0.0 


Brain (Substantia nigra) 


1.3 
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Pool j 


Liver 


2.6 


Rrain fTVialnmiiQ^ Pnnl 1 
DI d-lli ^ 1 IlalcUIlUa/ xruvji i 


1 1 


Fetal Liver 


0.8 


OXalll ^WllUiC^ 1 


1 4 


Liver ca. HepG2 


0.1 


Qninal PnrH Pnnl I 

opindi v^oru rwi i 


0 5 


Kidney Pool 


0.7 j 


/\U.rCIlai vJ lal 1U | 


0 R 

v/.O 


Fetal Kidney 


0.6 


Pituitarv eland Pool 1 


0.1 


Renal ca. 786-0 


0.0 


Salivary Gland j 


0.2 


Renal ca. A498 


0.0 


Thyroid (female) j 


0.7 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2J 


9.4 


Renal ca. UO-31 


1.1 


Pancreas Pool j 


0.9 



Table AED. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3540, Run 
166447040 


Tissue Name 


Rel. Exp.(%) 
Ag3540, Run 
166447040 


Secondary Thl act 


4.8 


HUVEC IL-lbeta 


1.7 


Secondary Th2 act 


10.2 


HUVEC IFN gamma 


0.9 


Secondary Trl act 


12.9 


HUVEC TNF alpha + IFN 
gamma 


1.5 


Secondary Thl rest 


2.1 


HUVEC TNF alpha + IL4 


0.8 


Secondary Th2 rest 


1.4 


HUVEC IL- 11 


1.5 


oeconuary in rest 


1 fx 

1 .o 


Lung Microvascular EC 
none 


0 ft 


rnmary ini aci 


A 7 


Lung Microvascular EC 
TNFalpha + IL-lbeta | 


v.O 


Primary Th2 act 


6.8 


Microvascular Dermal EC 
none 


1.5 


Primary Trl act 


7.3 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.8 


Primary Thl rest 


6.6 


Bronchial epithelium j 
TNFalpha + ILlbeta j 


1.3 


Primary Th2 rest 


2.6 


Small airway epithelium 
none 


0.6 


Primary Trl rest 


4.2 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


4.1 


Coronery artery SMC rest 


0.9 


CD45RO CD4 
lymphocyte act 


10.9 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


6.6 


Astrocytes rest 


2.6 


Secondary CD8 
lymphocyte rest 


17.0 


Astrocytes TNFalpha + 
IL-lbeta 


2.1 


Secondary CD8 


6.0 


KU-812 (Basophil) rest 


2.2 
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lymphocyte act 






CD4 lymphocyte none 


2.0 


|KU-812 (Basophil) 
jPMA/ionomycin 


10.2 


2ryThl/Th2/Trl_anti- 


2.4 


CCD 1106 (Keratinocytes) 


6.8 


UlJyj Uril 1 


jnone 


LAK cells rest 


2.0 


ICCDl 106 (Keratinocytes) 
jTNFalpha + IL-lbeta 


25.7 


LAK cells 1L-2 


16.2 


(Liver cirrhosis 


1 1 A 

12.0 


LAK. cells 1L-2+1L-12 


12.8 


(Lupus kidney 


C 1 

S.l 


LAK cells IL-2+IFN 
gamma 


15.6 


|nCI-H292 none 


44.8 


T A V s*a11c< TT 0_u TT 1 © 

LAiv cells 1L-2+ 1L- 1 o 


7.4 


JNCI-H292 IL-4 


J /.0 


lak ceils 
PMA/ionomvcin 


3.4 


NCI-H292 IL-9 


41. 2 


NK Cells IL-2rest 


9.0 


JNCI-H292 IL-13 


19.8 


l wo w ay mlk i day 


10.5 


|NCI-H292 EFN gamma 


30.1 


i wo way mlk j day 


7.2 


jHPAEC none 


1.2 


Two Way MLR 7 day 


8.9 


HPAECTNF alpha + IL-1 

jbeta 


3.3 


rUML rest 


0.5 


IT f* 1 It A. 

jLung fibroblast none 


n q 

u.v 


PBMC PWM 


3.8 . 


jLung fibroblast TNF alpha i 
l+IL-1 beta 


0.7 


rDMt rrlA-L 


1.0 


|Lung fibroblast IL-4 1 


U.D 


Ramos (B cell) none 


0.0 


(Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0 0 


|T unci fiVimKliiQt TT -1 ^ 


0.9 


B lymphocytes PWM 


10 3 


iLung fibroblast IFN 
jgamma j 


1.2 


B lymphocytes CD40L ; 
and IL-4 


3 8 


iDermal fibroblast 
|CCD 1070 rest 


1.1 


EOL-1 dbcAMP 


0 0 


iDermal fibroblast 
(CCD1070 TNF alpha 


18.9 


EOL-1 dbcAMP 


0.0 


IDermal fibroblast 


1.9 


PMA/ionomycin 


JCCD1070 IL-1 beta 


Dendritic cells none 


14.9 


iDermal fibroblast IFN 
jgamma 


0.0 


Dendritic ceils Lro 


8.9 


jDermal fibroblast IL-4 


l.D 


Dendritic cells anti- 
CD40 


7.9 


|lBD Colitis 2 


2.9 


Monocvte^ rest 


0 0 


llBD Crohn's 


1 9 


Monocytes LPS 


0.6 


(Colon 


82.9 


Macrophages rest ] 


40.3 


jLung 


9.7 


Macrophages LPS 


6.1 


(Thymus 


100.0 


HUVEC none 


1.1 


jKidney 


1.8 
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Table AEE. Panel 5 Islet 



Tissue Name 


Rel. Exp.(%) 
Ag3540, Run 
242386396 


Tissue Name 


Rel. Exp.(%) 
Ag3540, Run 
242386396 


97457_Patient- 
02go_adipose 


D.J 


y*t f\jy UOHOT Z rVLVl - r\ dliipUbC 


0 1 
y. i 


97476_Patient- 
07sk_skeletal muscle 




QA1 1 H Hnnnr 9 AA/f - R oHinncp 

y*r / 1 u -L/onor z /vlvi - d ouipooc 


1 (\ 


97477_Patient- 
07ut_uterus 




/ii iyonor z /vivi - auipubc 


1 A 


97478_Patient- 
07pl_placenta 




0/1719 Finnnr *) AT"^ - A nHinncp 


z.o 


99 167_Bayer Patient 1 


15.5 


947 1 3_Donor 2 AD - B_adipose 


5.8 


97482_Patient- 
08ut_uterus 


3.4 


947 1 4_Donor 2 AD - C_adipose 


4.2 


97483_Patient- 
08pl__placenta 


3.4 


94742_JDonor 3 U - 
A_Mesenchymal Stem Cells 


3.0 


97486_Patient- 
09sk_skeletal muscle 


100.0 


94743 J)onor 3 U - 
B_Mesenchymal Stem Cells 


1.1 


97487_Patient- 
09ut_uterus 


1.6 


94730_Donor 3 AM - A_adipose 


4.3 


97488_Patient- 
09pl_placenta 


2.6 


94731_Donor 3 AM - B_adipose 


2.0 


97492_Patient- 
10ut_uterus 


3.1 


94732_Donor 3 AM - C_adipose 


2.0 


97493_Patient- 
10pl_placenta 


23.2 


94733_Donor 3 AD - A_adipose 


10.7 


97495_Patient- 
llgoadipose 


0.8 


94734_Donor 3 AD - B_adipose 


3.0 


97496_Patient- 

1 lsk_skeletal muscle 


0.0 


94735_Donor 3 AD - C_adipose 


4.0 


97497_Patient- 
1 lut_uterus 


2.5 


77 1 3 8 JLi ver_HepG2untreated 


0.7 


97498_Patient- 
1 lpl_placenta 


ft 7 


73556_Heart_Cardiac stromal 
cells (primary) 


0 0 


97500_Patient- 
12go_adipose 


6.5 


8 1 73 5_Small Intestine 


4.8 


97501_Patient- 
12sk_skeletal muscle 


4.5 


72409_Kidney_Proximal 
Convoluted Tubule 


0.7 


97502_Patient- 
12ut_uterus 


6.7 


82685_Small intestine_Duodenum 


3.6 


97503_Patient- 


2.4 


9065 0_Adrenal_Adrenocortical 


0.6 
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12pl_placenta 




adenoma 




94721_Donor2U- 
A_Mesenchymal Stem 
Cells 


2.2 


72410_Kidney_HRCE 


8.0 


94722_Donor2U- 
B_Mesenchymal Stem 
Cells 


0.6 


72411_Kidney_HRE 


8.5 


94723_Donor2U- 
C Mesenchymal Stem 
Cells 


3.1 


73 139_Uterus_Uterine smooth 
muscle cells 


0.0 



CNS_neurodegeneration_vl.O Summary: Ag3540 - This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. 



General screening panel vl.4 Summary: Ag3540 This gene is most highly expressed in a 
breast cancer cell line (CT=27.1). Thus, expression of this gene could be used to differentiate 
between this sample and other samples on this panel and as a marker to detect the presence of 
breast cancer. Furthermore, therapeutic modulation of the expression or function of this gene 
may be effective in the treatment of breast cancer. 

Among metabolic tissues, this gene, an acyl coA thioesterase homolog, has a low level 
of expression in adipose, adult and fetal liver, adrenal, thyroid and pancreas. Acyl CoA 
thioesterases have multiple roles in lipid homeostasis. Therefore, therapeutic modulation of 
this gene product may be a treatment for endocrine and metabolic disease, including Types 1 
and 2 diabetes and obesity. 

In addition, this gene is expressed in all CNS regions examined. Thus, therapeutic 
modulation of the expression or function of this gene may be effective in the treatment of 
neurologic disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, stroke, 
schizophrenia and multiple sclerosis. 

References: 

1 . Hunt MC, Alexson SE. The role Acyl-CoA thioesterases play in mediating 
intracellular lipid metabolism. Prog Lipid Res. 2002 Mar;41(2):99-130. 
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2. Hunt MC, Nousiainen SE, Huttunen MK, Orii KE, Svensson LT, Alexson SE. 
Peroxisome proliferator-induced long chain acyl-CoA thioesterases comprise a highly 
conserved novel multi-gene family involved in lipid metabolism. J Biol Chem. 1999 Nov 
26;274(48):343 17-26. 

Panel 4D Summary: Ag3540 Highest expression of the CG59309-01 gene is seen in the 
thymus and colon (CTs=31.5). Significant levels of expression are also seen in a cluter of 
treated and untreated samples derived from the NCI-H292 mucoepidermoid cell line. Thus, 
expression of this gene could be used as a marker for thymus and colon. Furthermore, 
therapeutic modulation of the expression or function of this gene may regulate T cell 
development in the thymus and reduce or eliminate the symptoms of T cell mediated 
autoimmune or inflammatory diseases, including asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, or rheumatoid arthritis. Additionally, small molecule or 
antibody therapeutics designed against this putative protein may disrupt T cell development in 
the thymus and function as an immunosuppresant for tissue transplant. 

Panel 5 Islet Summary: Ag3540 This gene has moderate expression in skeletal muscle, 
(highest expression CT=30.5). Acyl CoA thioesterases function in peroxisomal fatty acid 
oxidation. Therefore, therapeutic modulation of this homolog may increase fatty acid 
oxidation in muscle and be a treatment for Type 2 diabetes and obesity. 

References: 

1. Hunt MC, Solaas K, Kase BF, Alexson SE. Characterization of an acyl-coA 
thioesterase that functions as a major regulator of peroxisomal lipid metabolism. J Biol Chem. 
2002 Jan 11;277(2):1 128-38. 

AF. CG57364-01: CG6896 

Expression of gene CG57364-01 was assessed using the primer-probe sets Ag3218 and 
Ag3378, described in Tables AFA and AFB. Results of the RTQ-PCR runs are shown in 
Tables AFC, AFD, AFE and AFF. 

Table AFA . Probe Name Ag3218 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 
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Forward 


5 ' -ctcctgaagcaggtcctctt-3 ' 


20 ,,l 


249 


490 


Probe 


TET-5 * -cctcccagtgttgtccttctggagg-3 ' - 
TAMRA 

ti , ... ■ — ., ™„.„-,.,._ .„„ . , ,,, 


25 | 


270 


491 


Reverse | 5 ' -gacttcttccaggtcatttcg-3 • 


21 1 


303 


492 


Table AFB. Probe Name Ae3378 


Primers 


Sequences 


LengthJ 


Start 
Position 


SEQID 
NO: 


Forward 


5 * -ctcctgaagcaggtcctctt-3 ' 


20 | 


249 


493 


Probe 


TET-5 1 -cctcccagtgttgtccttctggagg-3 1 - 
TAMRA 


2S \ 


270 


494 


Reverse 


5 ' -gacttcttccaggtcatttcg-3 1 j 


.« 1 


303 


495 



Table AFC . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3218, Run 
209861784 


Rel. £xp.(%) 
Ag3378, Run 
210154573 


Tissue 
Name 


Rel. Exp.(%) 
Ag3218, Run 
209861784 


Rel. Exp.(%) 
Ag3378, Run 
210154573 


AD 1 Hippo 


37.6 


30.4 


Control 
(Path) 3 
Temporal 
Ctx 


17.6 


16.7 


AD 2 Hinoo 


31 0 


37 6 


Control 
(Path) 4 
Temporal 

Ctx \ 


37 6 


31 2 


AD 3 Hippo 


34.2 


21.5 


AD 1 ! 
Occipital | 
Ctx 


56.3 


40.3 


AD 4 Hippo 


40.6 


25.3 


AD 2 
Occipital 
Ctx j 
(Missing) 


0.0 


0.0 


AD 5 hippo 


100.0 


69.3 


AD 3 

Occipital j 
Ctx ] 


43.2 


24.1 


AD 6 Hippo 


62.9 


55.9 


AD 4 

Occipital 

Ctx 


80.1 


24.3 


Control 2 
Hippo 


55.1 


52.9 


AD 5 \ 
Occipital i 
Ctx 


17.9 


25.2 


Control 4 
Hippo 


35.4 


39.5 


AD 6 

Occipital 

Ctx 


66.9 


55.5 
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Control (Path) 
3 Hippo 


22.8 


26.8 


Control 1 
Occipital 
Ctx 


27.9 


17.4 


AD 1 Temporal 
Ctx 


40.3 


28.3 


Control 2 
Occipital 
Ctx 


94.0 


64.6 


AD 2 Temporal 
Ctx 


83.5 


94.6 


Control 3 
Occipital 
Ctx 


43.5 


40.6 


AD 3 Temporal 
Ctx 


30.8 


24.5 


Control 4 
Occipital 
Ctx 


20.3 


22.5 


AD 4 Temporal 
Ctx 


61.1 


26.8 


Control 
(Path)l 
Occipital 
Ctx 


79.6 


51.4 


AD5Inf 
Temporal Ctx 


84.7 


100.0 


Control i 
(Path) 2 
Occipital 
Ctx 


34.4 


24.7 


AD 5 

SupTemporal 
Ctx 


55.9 


39.8 


Control 
(Path) 3 
Occipital 
Ctx 1 


25.2 


16.2 


AD6Inf 
Temporal Ctx 


47.0 


46.0 


Control 
(Path) 4 . ! 
Occipital 
Ctx 


76.3 


45.1 


AD 6 Sup 
Temporal Ctx 


63.7 


41.2 


Control 1 
Parietal Ctx ' 


31.0 


21.9 


Control 1 
Temporal Ctx 


32.8 


18.0 


Control 2 
Parietal Ctx I 


67.4 


45.1 


Control 2 
Temporal Ctx 


52.1 


39.2 


Control 3 
Parietal Ctx 


31.4 


29.3 


Control 3 
Temporal Ctx 


34.9 


28.1 


Control 
(Path) 1 j 
Parietal Ctx 


48.6 


58.6 


Control 4 
Temporal Ctx 


62.9 


36.3 


Control 
(Path) 2 
Parietal Ctx 


46.3 


27.0 


Control (Path) 
1 Temporal Ctx i 


75.8 


50.0 


Control j 
(Path) 3 
Parietal Ctx j 


26.1 


23.8 


Control (Path) 
2 Temporal Ctx 


56.6 


41.8 


Control 
(Path) 4 | 
Parietal Ctx 


48.0 


54.3 
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Table AFP. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) 
Ag3218, Run 
168013878 


Rel. Exp.(%) 
Ag3378, Run 
165674263 


Tissue Name 


Rel. Exp.(%) 
Ag3218, Run 
168013878 


Rel. Exp.(%) 
Ag3378, Run 
165674263 


Liver 

adenocarcinoma 


10.7 


20.2 


Kidney (fetal) 


48.3 


13.9 


Pancreas 


10.8 


13.1 


Renal ca. 786- 
0 


15.6 


10.4 


Pancreatic ca. 
CAP AN 2 


9.6 


5.4 


Renal ca. 
A498 


19.2 


14.9 


Adrenal gland 


5.1 


18.4 


Renal ca. RXF 
393 


39.0 


33.2 


Th vrniH 


12 3 




Renal ca. 
ACHN 


12 1 


1 1 "K 


Salivary gland 


5.1 


5.5 


Renal ca. UO- 
31 


18.9 


17.8 


Pituitarv pland 


21.5 


74.7 


Renal ca. TK- 
10 


20 0 


10 1 


Brain (fetal) 


19.5 


36.1 


Liver 


18.0 


8.7 


Brain (whole) 


22.1 


29.9 


Liver (fetal) 


5.5 


25.3 


Brain (amygdala) 


57.4 


46.7 


Liver ca. 

(hepatoblast) 

HepG2 


14.2 


14.1 


Brain (cerebellum) 


25.2 


23.5 


Lung 


14.1 


18.7 


Brain 

(hippocampus) 


28.1 


85.9 i 


Lung(fetal) 


17.2 


4.0 


Brain (substantia 
nigra) 


11.5 


16.7 


Lung ca. 
(small cell) 
LX-1 


6.5 


14.8 


Brain (thalamus) 


57.0 


67.4 


Lung ca. 
(small cell) 
NCI-H69 


20.6 


4.8 


Cerebral Cortex 


75.8 


36.9 


Lung ca. 
(s.cell var.) 
SHP-77 


100.0 


39.8 


Spinal cord 


9.7 


13.2 


Lung ca. (large 
cell)NCI-H460 


5.0 


37.1 


gho/astro U87-MG 


22.8 


13.6 


Lung ca. (non- 
sm. cell) A549 


27.7 


13.6 


glio/astroU-118- 
MG 


37.4 


79.6 ! 


Lung ca. (non- 
s.cell) NCI- 
H23 


61.1 


44.1 


astrocytoma 
SW1783 


29.9 


14.9 


Lung ca. (non- 
s.cell) HOP-62 


29.9 


13.7 


neuro*; met SK-N- 


17.1 


52.5 


Lung ca. (non- 


11.3 


3.1 
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AS 






S;cl)NCI- 
H5^2 






astrocytoma SF- 
539 


15.5 


16.0 


Lung ca. 
(squam.) SW 
900 


23.2 


13.5 


astrocytoma SNB- 
75 


43.8 


50.0 


Lung ca. 
(squam.) NCI- 
H596 


41.5 


10.2 


glioma SNB-19 


17.9 


26.2 


Mammary 
gland 


14.8 


35.1 


glioma U251 


47.6 


39.0 


Breast ca.* 
(pl.ef) MCF-7 


48.6 


39.0 


glioma SF-295 


12.3 


10.7 


Breast ca.* 
(pl.ef) MDA- 
MB-231 


25.9 


60.7 


Heart (fetal) 


38.4 


8.0 


Breast ca.* 
(pl.ef) T47D 


77.4 


21.2 


Heart 


3.5 


5.0 


Breast ca. BT- 


47.0 


95.9 


Skeletal muscle 

f fetal \ 

(jeiai ) 


17.0 


10.0 


Breast ca. 


16.6 i 


7.3 


Skeletal muscle 


4.4 


7.2 


Ovary 


10.1 


4.7 


Bone marrow 


1.3 


14.7 


Ovarian ca. 
OVCAR-3 


36.3 


31.2 


Thymus 


13.9 


12.3 


Ovarian ca. 
OVCAR-4 


33.0 ! 


20.7 


Spleen 


2.6 


12.9 


Ovarian ca. 
OVCAR-5 


42.6 


15.7 


Lymph node 


1.7 


15.9 


Ovarian ca. 
OVCAR-8 


8.7 


5.2 


Colorectal 


18.2 


11.8 


Ovarian ca. 
IGROV-1 


11.3 


15.1 


C t/> , w\ ft s^rl 

oiomacn 


1/19 


'Xl 7 


Ovarian ca.* 
vascuesj oJv- 
OV-3 




I /.u 


Small intestine 


18.3 


66.0 


Uterus 


10.5 


21.8 


Colon ca. SW480 


12.9 


14.2 


Placenta 


2.6 


15.0 


Colon ca.* 

SW620(SW480 

met) 


17.0 


14.2 


Prostate 


11.7 


30.6 


Colon ca. HT29 


17.2 


18.8 


Prostate ca.* 
(bone met)PC- 


35.4 


40.3 


Colon ca. HCT- 
116 


16.5 


18.2 


Testis 


23.3 


100.0 


Colon ca. CaCo-2 


20.9 


7.4 


Melanoma 


5.0 


1.4 
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TT-^OO/ A \ TP 

Hs688(A).T 


■J 


Colon ca. 
tissue(OD03866) 


14.7 


21.9 j 


Melanoma* 
(met) 

Hs688(B).T 


6.0 j 3.5 


Colon ca. HCC- j 
2998 


22.1 


13.1 


Melanoma 
UACC-62 


14.3 12.2 


Gastric ca.* (liver 
met) NCI-N87 


48.6 


82.4 \ 


Melanoma 
M14 


3.1 8.2 


Bladder 


6.2 


4.7 


Melanoma 
LOX IMVI 


30.1 8.4 

- -- — — 


Trachea 


12.8 


49.3 


Melanoma* 
(met) SK- 
MEL-5 


21.8 13.1 


Kidney 


43.5 


35.4 j 


Adipose 


9.2 j 3.0 



Table AFE. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3218, Run 
174416494 


Tissue Name 


Rel. Exp.(%) 
Ag3218, Run 
174416494 


jNoimai L-oion 


? o 


Kidney Margin 
(OD04348) 




Colon cancer 
(OD06064) 




Kidney malignant 
cancer (OD06204B) 




Colon Margin 1 
(OD06064) 


3.6 j 


Kidney normal adjacent j 
tissue (OD06204E) 


6.7 


Colon cancer 
(OD06159) 


6.3 | 


Kidney Cancer 
(OD04450-01) 


15.1 


Colon Margin 
(OD06159) 


7.0 


Kidney Margin 
(OD04450-03) 


.3.1 


Colon cancer 
(OD06297-04) 


2.6 


Kidney Cancer 8120613 


2.5 


Colon Margin 
(OD06297-05) 


5.6 


Kidney Margin 
8120614 


18.2 


CC Gr.2 ascend colon 
(OD03921) 


20.0 


Kidney Cancer 9010320 


2.4 


CC Margin (OD03921) 


13.7 


Kidney Margin 
9010321 


4.4 


Colon cancer metastasis 
(OD06104) 


0.0 


Kidney Cancer 8120607 


23.0 


Lung Margin 
(OD06104) 


11.0 | 


Kidney Margin 
8120608 


15.1 


Colon mets to lung 
(OD04451-01) 


29.9 


Normal Uterus 


2.3 


Lung Margin 


0.3 


Uterine Cancer 06401 1 


6.1 
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(UIJU44 j 1 -UZ J 








Normal Prostate 


5.6 


Normal Thyroid 


6.6 


Prostate Cancer 
(OD04410) 


3.9 


Thyroid Cancer 064010 


6.8 


Prostate Margin 
(OD04410) 


6.1 


Thyroid Cancer 
A302152 


11.9 


Normal Ovary 


7.0 


Thyroid Margin 
A302153 


7.7 


Ovarian cancer 
(UL/Uozo ) 


1.3 


Normal Breast 


3.4 


Ovarian Margin 

(UL/UoZo J-U I ) 


0.0 


Breast Cancer 


9.9 


Ovarian Cancer 064008 


31.2 


Breast Cancer 1024 


16.8 


Ovarian cancer 
(OD06145) 


3.5 


Breast Cancer 
(OD04590-01) 


100.0 


Ovarian Margin 
(OD06145) 


8.4 


Breast Cancer Mets 
(OD04590-03) 


26.2 


Ovarian cancer 
(OD06455-03) 


13.7 


Breast Cancer 
Metastasis (OD04655- 
yjj) 


36.3 


Ovarian Margin 


1.1 


Breast Cancer 064006 


5.4 


Normal Lung 


5.4 


Breast Cancer 9100266 


12.8 


Invasive poor diff. lung 
adeno (ODO4945-01 


14.5 


Breast Margin 9100265 


.1.0 


Lung Margin 
(ODO4945-03) 


2.7 


Breast Cancer A209073 j 


3.3 


Lung Malignant Cancer \ 
(OD03126) 


1.8 


Breast Margin 
A2090734 


11.7 


Lung Margin 
(OD03126) 


5.1 


Breast cancer 
(OD06083) 


6.9 


Lung Cancer 

^UJJIOU 1 4A ) 


12.8 


Breast cancer node 
metastasis \\jl)\)ovoj) 


10.7 


Lung Margin 


3.3 


Normal Liver 


9.4 


Lung cancer (OD06081) 


6.3 


Liver Cancer 1026 


2.6 


Lung Margin 
(OD06081) 


2.7 


Liver Cancer 1025 


9.7 


Lung Cancer 
(OD04237-01) 


12.9 


Liver Cancer 6004-T 


10.4 


Lung Margin 
fOD04237-02^ 


6.4 


Liver Tissue 6004-N 


5.3 


Ocular Melanoma 
Metastasis 


4.6 j 


Liver Cancer 6005-T 


4.2 


Ocular Melanoma 


0.1 


Liver Tissue 6005-N 


11.5 
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Margin (Liver) 








Melanoma Metastasis 


l.o 


Liver Cancer 0o4UU 5 


LI. j 


Melanoma Margin 
(Lung) 


4.6 


Normal Bladder 


6.1 


Normal Kidney 


10.4 


Bladder Cancer 1023 


10.8 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


14.6 


Bladder Cancer 
A302173 


15.1 


Kidney Margin 
(OD04338) 


10.5 


Normal Stomach 


15.0 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


44.8 


Gastric Cancer 9060397 


7.1 


Kidney Margin 
(OD04339) 


17.7 


Stomach Margin 
9060396 


10.4 


Kidney Ca, Clear cell 
type (OD04340) 


5.3 | 


Gastric Cancer 9060395 


8.4 


Kidney Margin 
(OD04340) 


25.3 


Stomach Margin 
9060394 


10.4 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


7.5 


Gastric Cancer 064005 


7.7 



Table AFF. Panel 4D 



Tissue Name 


Rel. 
Exp.(%) 
Ag3218, 

Run 
164682519 


Rel. 
Exp.(%) 
Ag3378, 

Run 
165296553 


Tissue Name 


Rel. 

Exp.(%) \ 
Ag3218, 

Run 
164682519 


Rel. 

Exp.(%) 
Ag3378, 

Run 
165296553 


Secondary Thl act 


18.2 


25.7 


HUVEC IL-lbeta 


14.5 


12.9 


Secondary Th2 act 


39.0 


26.6 


HUVECIFN 
gamma 


47.0 


25.3 


Secondary Trl act 


33.2 


19.1 


HUVEC TNF 
alpha + IFN 
gamma 


43.5 


45.1 


Secondary Thl rest 


9.5 


12.2 


HUVEC TNF 
alpha +IL4 


37.1 


48.0 


Secondary Th2 rest 


11.2 


5.1 


HUVEC IL-11 


43.5 


18.0 


Secondary Trl rest 


22.7 


8.0 


Lung 

Microvascular EC 
none 


16.8 


61.6 


Primary Thl act 


43.2 


27.9 


Lung 

Microvascular EC 
TNFalpha + IL- 
lbeta 


18.6 ' 


14.7 


Primary Th2 act 


30.1 


12.0 


Microvascular 
Dermal EC none 


31.2 


23.8 
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Primary Trl act 


24.7 


14.4 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


66.4 


22.1 


Primary Thl rest 


25.2 


17.4 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


30.6 


29.3 


Primary Th2 rest 


15.5 


7.5 


Small airway 
epithelium none 


36.1 


24.3 


Primary Trl rest 


21.3 


6.7 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


76.3 


62.9 


CD45RA CD4 
lymphocyte act 


35.4 


16.6 


Coronery artery 
SMC rest 


49.7 


28.1 


CD45RO CD4 
lymphocyte act 


27.9 


25.9 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


25.3 


23.7 


CD8 lymphocyte 
act 


21.0 


14.8 


Astrocytes rest 


22.2 


31.2 


Secondary CD8 
lymphocyte rest 


39.2 


17.8 


Astrocytes 
TNFalpha + IL- 
lbeta 


26.1 


25.0 


Secondary CD8 
lymphocyte act 


20.9 


7.4 


KU-812 
(Basophil) rest 


90.8 


85.3 


CD4 lymphocyte 
none 


4.5 


11.8 


KU-812 

(Basophil) 

PMA/ionomycin 


87.1 


72.2 


2ry 

ThlATi2/Trl anti- 
CD95CH11 " 


2.6 


1 0.0 


CCD1106 

(Keratinocytes) 

none 


36.6 


36.9 


LAK cells rest 


11.7 


12.3 


CCD! 106 
(Keratinocytes) 
TNFalpha + IL- 
i oeta 


33.4 


20.4 


LAK cells IL-2 


6.8 


27.5 


Liver cirrhosis 


25.5 


19.9 


LAK cells IL-2+IL- 
12 


37.1 


11.6 


Lupus kidney 


44.4 


15.7 


LAK cells IL- 
2+IFN gamma 


20.7 


19.1 


NCI-H292 none 


79.6 


64.6 


LAK cells IL-2+ 

TT 18 


21.9 


14.7 


NCI-H292 IL-4 


85.3 


96.6 


PMA/ionomycin 


4.7 


3.3 


NCI-H292IL-9 


100.0 


98.6 


NK Cells IL-2 rest 


11.9 


11.3 


NCI-H292 IL-13 


68.8 


50.7 


Two Way MLR 3 


23.7 


11.0 


NCI-H292 IFN 


80.1 


56.6 
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day 






gamma 






Two Way MLR 5 
day 


12.5 


6.1 


HPAEC none 


38.4 


27.2 


Two Way MLR 7 
day 


12.3 


8.7 


HPAEC TNF 
alpha + IL-1 beta 


42.6 


43.2 


PBMC rest 


6.0 


5.7 


Lung fibroblast 
none 


31.2 


21.3 


PBMC PWM 


40.3 


27.7 


Lung fibroblast 
TNF alpha + IL-1 
beta 


14.7 


24.5 


PBMC PHA-L 


37.9 


17.7 


Lung fibroblast 
IL-4 


47.0 


42.6 


Ramos (B cell) 
none 


11.7 


14.9 


Lung fibroblast 
IL-9 


49.3 


30.6 


Ramos (B cell) 
ionomycin 


33.9 


26.8 


Lung fibroblast 
IL-13 


36.6 


42.6 


B lymphocytes 
PWM 


33.7 


40.9 


Lung fibroblast 
IFN gamma 


44.8 


22.5 


B lymphocytes 
CD40L and IL-4 


34.4 


18.3 


Dermal fibroblast 
CCD 1070 rest 


33.7 


47.3 


EOL-1 dbcAMP 


50.0 


28.1 


Dermal fibroblast 
CCD 1070 TNF 
alpha 


47.3 


33.2 


EOL-1 dbcAMP 
PMA/ionomycin 


44.1 


32.1 


Dermal fibroblast 

CCD1070IL-1 

beta 


50.0 


34.6 


Dendritic cells 
none 


33.9 


19.6 


Dermal fibroblast 
IFN gamma 


24.0 


34.4 


Dendritic cells LPS 


21.9 


10.2 


Dermal fibroblast 
IL-4 


24.3 


32.8 


Dendritic cells anti- 
CD^ 


49.7 


33.9 


IBD Colitis 2 


6.0 


11.7 


Monocvtes rest 


10.7 


10.3 


EBD Crohn's 


25 3 


26.1 


Monocvtes LPS 


30.6 


9 3 


Colon 


70 7 


100 0 


Macrophages rest 


41.2 


33.7 


Lung 


64.6 


17.7 


Macrophages LPS 


20.0 


7.5 


Thymus 


80.7 


56.3 


HUVEC none 


26.8 


29.5 


Kidney 


26.4 


41.5 


HUVEC starved 


26.2 


37.6 









CNS_neurodegeneration_vl.O Summary: Ag3218/Ag3378 - Two different experiments 
using probe/primer sets with the same sequence are in very good agreement. This panel 
confirms the expression of this gene at low levels to moderate levels in the brain in an 
independent group of individuals. However, no differential expression of this gene was 
detected between Alzheimer's diseased postmortem brains and those of non-demented controls 
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in this experiment. Please see Panel 1.3D for a discussion of the potential utility of this gene in 
treatment of central nervous system disorders. 



Panel 1.3D Summary: Ag3218/Ag3378 - Two different experiments using probe/primer sets 
with the same sequence are in good agreement. Highest expression is seen in testis and a lung 
cancer cell line (CTs=30-31). This panel confirms the expression of this gene at low levels in 
the brain. Therefore, this gene may play a role in central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

This gene product is also expressed in adipose, pancreas, thyroid, pituitary, heart, and 
liver. This widespread expression in tissues with metabolic function suggests that this gene 
product may be important for the pathogenesis, diagnosis, and/or treatment of metabolic and 
endocrine diseases, including obesity and Types 1 and 2 diabetes. 

Based on expression in this panel, this gene may be involved in gastric, pancreatic, 
brain, colon, renal, lung, breast, ovarian and prostate cancer as well as melanomas. Thus, 
expression of this gene could be used as a diagnostic marker for the presence of these cancers. 
Furthermore, therapeutic inhibition using antibodies or small molecule drugs might be of use 
in the treatment of these cancers. 

Panel 2.2 Summary: Ag321 8 - This gene is expressed at low to moderate levels in many 
samples on this panel, with the highest levels of expression in breast cancer sample OD04590- 
01 (CT=30.3). This gene is expressed in a cluster of breast cancer samples with no expression 
in normal breast (CT>35). Similarly, this gene is expressed in ovarian cancer samples at 
higher levels than the matched margin samples. 

Interestingly, this gene is expressed at higher levels in kidney cancer margin samples 
than in the matched cancer samples. 

This gene is homologous to a mouse myosin phosphatase targeting subunit (MYPT) 
which have been found to play a role in cell division. MYPT undergoes mitosis-specific 
phosphorylation which is reversed during cytokinesis. 

References: 
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1. Totsukawa G, Yamakita Y, Yamashifb S, Hosoya H, Hartshome DJ, Matsumura F. 
Activation of myosin phosphatase targeting subunit by mitosis-specific phosphorylation. J Cell 
Biol 1999 Feb 22;144(4):735-44. 

Panel 4D Summary: Ag3218/Ag3378 - Two different experiments using probe/primer sets 
with the same sequence are in very good agreement. Highest expression is seen in the colon 
and a mucoepidermoid cell line (CTs=30-32). This gene is expressed at low to moderate levels 
in a wide range of cell types of significance in the immune response in health and disease. 
These cells include members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and 
peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell types from 
lung and skin, and normal tissues represented by colon, lung, thymus and kidney. This 
ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern suggests a role 
for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

AG. CG59241-01: Amiloride-sensitive sodium channel 

Expression of gene CG59241-01 was assessed using the primer-probe set Ag3407, 
described in Table AGA. Results of the RTQ-PCR runs are shown in Tables AGB, AGC and 
AGD. 

Table AGA . Probe Name Ag3407 



Primersj Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forwardp ' -gtcaccctctgcaacactaatg-3 ' 


22 


268 


496 


p , jTET-5 ' -ctgtcccagctcagctaccctgactt-3 ' - 
rro0e |TAMRA 


26 


298 


497 


Reverse js 1 -tttcatccagtcccagcat-3 ' | 


19 


340 


498 



Table AGB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3407, 
Run 210349883 


Tissue Name 


Rel. Exp.(%) Ag3407, 
Run 210349883 
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AD 1 Hippo 


18^4 


Control (Path) 3 
1 emporai ctx 


4.1 


AD 2 Hippo 


29.7 


Control (Path) 4 
i emporai v^ix 


40.3 


AD 3 illppo 


1 ft 1 
i O.J 


/VU 1 l/CClpllal V^IX 


JQ.7 


AD 4 Hippo 


5.4 


ajj z uccipitai utx 

fMissinel 


0.0 


AOS Viinnn 


91.4 


AD 3 OcciDital Ctx 


19.1 


AD 6 Hippo 


80.7 


AD 4 Occipital Ctx 


18.8 


Control 2 Hippo 


y.i 


AD j uccipitai utx 


1 ft 1 


Control 4 Hippo 


19.9 


AD 6 Occipital Ctx 


28.9 


Control (Path) 3 
Hippo 


8.8 


Control 1 Occipital 
Ctx 


4.3 


AD 1 Temporal Ctx 


28.5 


Control 2 Occipital 
Ctx 


80.1 


AD 2 Temporal Ctx 


41.8 


Control 3 Occipital 
Ctx 


20.2 


AD 3 Temporal Ctx 1 


32.5 


Control 4 Occipital 
Ctx 


6.0 


AD 4 Temporal Ctx 


36.3 


Control (Path) 1 
Occipital Ctx 


92.7 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


25.3 


AD 5 SupTemporal ; 

Ctx | 


56.6 


Control (Path) 3 
Occipital Ctx 


3.0 


AD 6 Inf Temporal , 
Ctx 


82.4 


Control (Path) 4 
Occipital Ctx 


41.2 


AD 6 Sup Temporal 
Ctx 


44.1 


Control 1 Parietal 
Ctx 


21.9 


Control 1 Temporal 
Ctx 


15.3 


Control 2 Parietal 
Ctx 


79.0 


Control 2 Temporal i 
Ctx 


24.1 


Control 3 Parietal 
Ctx 


22.2 


Control 3 Temporal 
Ctx 


34.6 


Control (Path) 1 
Parietal Ctx 


77.9 


Control 4 Temporal 
Ctx 


12.0 


Control (Path) 2 
Parietal Ctx 


47.6 


Control (Path) 1 
Temporal Ctx 


53.6 


Control (Path) 3 
Parietal Ctx 


6.2 


Control (Path) 2 
Temporal Ctx 


56.6 


Control (Path) 4 
Parietal Ctx 


67.4 



Table AGC . General_screening_panel_vl.4 



Tissue Name 



Rel. Exp.(%) Ag3407,j Tissue Name \ Rel. Exp.(%) Ag3407, 
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j Run 216821458 




Adipose 


| 0.2 


Renal ca. TK- 10 


16.6 


Melanoma* 
Hs688(A).T 


2.3 


Bladder 


0.3 


Melanoma* 
Hs688(B).T 


0.4 


Gastric ca. (liver met.) 
NCI-N87 


8.8 


Melanoma* Ml 4 


— 

|_ _ 2.0 


Gastric ca. KATO HI 


0.7 


Melanoma* 
LOXIMVI 


2.5 


Colon ca SW-948 


3.7 


Melanoma* SK- 
MEL-5 


8.7 


Colon ca. SW480 


14.1 


Squamous cell 
carcinoma SCC-4 


1.2 


Colon ca.* (SW480 

met) SW620 


21.2 


Testis Pool 


0.4 j 


Colon ca. HT29 




A. A. * /t 

Prostate ca.* (bone 
met) PC-3 


4.4 


Colon ca. HCT-116 


64.2 


Prostate Pool 


2.3 


Colon ca. CaCo-2 


32.3 


Placenta 


0.5 


Colon cancer tissue 


1 3.Z 


Uterus Pool 


0.0 j 


Colon ca. SW1 116 


12.5 


Ovarian ca. 
OVCAR-3 


84 


Colon ca Colo-205 


0.3 


Ovarian ca. SK-OV- ! 

3 | 


9 7 


Colon ca SW-48 


0.6 


Ovarian ca. i 
OVCAR-4 


1 6 


Colon Pool 


2.8 


Ovarian ca. 
OVCAR-5 


18.9 


Small Intestine Pool 


4.5 


Ovarian ca. IGROV- ; 

1 


4.9 


Stomach Pool 


1.4 


Ovarian ca. 
OVCAR-8 


5.9 


Bone Marrow Pool 


1.8 


Ovary 


2.0 


Fetal Heart 


LA 


Breast ca. MCF-7 


16.7 


Heart Pool 


A 1 
U.J 


Breast ca. MDA- 

1VUJ L J i 


12.1 


Lymph Node Pool 


3.5 


Breast ca. BT 549 


22.7 


Fetal Skeletal Muscle 


1.9 


Breast ca. T47D 


27.4 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


4.5 


Spleen Pool 


u.u 


Breast Pool 


2.9 


Thymus Pool 


2.1 


Trachea 


9.0 


CNS cancer (glio/astro) 
U87-MG 


0.9 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


11.7 


Fetal Lung 


10.8 


CNS cancer 


58.6 
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(neuro;met) SK-N-AS j 




Luneca NCI-N417 1 


1.3 


CNS cancer (astro) SF- 
539 


28.1 


Tanner ca LX-1 i 


21.8 


CNS cancer (astro) 
SNB-75 


24.7 


Lungca.NCI-H146 

— -~™ ~ ~ 4 — 


5.4 


CNS cancer (glio) 
SNB-19 


7.3 


Lung ca. SHP-77 


11.7 


CNS cancer (glio) SF- 
295 


A R 


Lung ca. A549 j 


8.0 


Brain (Amygdala) Pool 


3.9 


Lung ca. NCI-H526 j 


0.0 


Brain (cerebellum) 


36.1 


Lungca.NCI-H23 j 


7.4 


Brain (fetal) 


100.0 


Lungca.NCI-H460 j 


5.4 


Brain (Hippocampus) 
Pool 




Lung ca. HOP-62 


2.9 


Cerebral Cortex Pool 


5.6 


Lung ca. NCI-H522 j 


8.5 


Brain (Substantia nigra) 
Pool 


7 1 


T ivpr 1 
LjI V CI I 


0 0 


Brain (Thalamus) Pool 


11.3 


T^tal T ivpr 1 


0 0 


Brain (whole) 


13.4 


JjlVvl td. J. It-lJVJZ, | 


0 8 
v.o 


Spinal Cord Pool 


12.7 




2 1 


Adrenal Gland 


0.0 


Fetal Kidnev 1 


3.7 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 j 


1.7 


Salivary Gland 


0.9 


Renal ca. A498 j 


0.7 


Thyroid (female) 


0.0 


Renal ca. ACHN j 


1.9 


Pancreatic ca. CAPAN2 


2.3 


Renal ca.UO-31 j 


0.2 


Pancreas Pool 


2.6 



Table AGP. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3407, Run 
165296462 


Tissue Name 


Rel. Exp.(%) 
Ag3407, Run 
165296462 


Secondary Thl act 


7.9 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


17.1 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


40.1 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


4.4 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


7.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


11.7 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


61.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


69.3 


Microvascular Dermal EC 
none 


0.0 
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Primary Trl act 


90.8 


Microsvasular Dermal EC 
TNFaftpha + IL-lbeta 


0.0 


Primary Thl rest 


20.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


42.6 


Small airway epithelium 
none 


3.0 


Primary Trl rest 


52.5 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


2.8 


Coronery artery SMC rest 


3.6 


CD45RO CD4 
lymphocyte act 


14.0 


Coronery artery SMC 
1 JNr alpna + LL- 1 beta 


0.0 


CD8 lymphocyte act 


5.8 


Astrocytes rest 


11.6 


Secondary CD8 
lymphocyte rest 


18.9 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act j 


22.2 


KU-8 1 2 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ryThl/Th2/Trl_anti- ! 


4.5 


CCD1106 (Keratinocytes) ; 
none 


2.7 


LAK cells rest 


3.3 


CCD 1 1 Uo (Keratinocytes) \ 
TNFalpha + IL-lbeta 


0.0 


LAJv cells LL-Z 


a a 


Liver cirrhosis 


13.5 


LAK cells LL-z+LL- lz 


j.7 


Lupus kidney 


A 1 

4.1 


LAK cells IL-2+IFN 
gamma 


21.3 


NCI-H292 none 


9.0 


TAT/' />a11o TT O-u TT 1Q 
LfAJv CeilS 1.L- 1 o 


0./ 


JNL-I-rtZyz 1L-4 


1 A O 

14.0 


ivAK ceus 
PMA/ionomvcin 


0.0 


NCI-H292 IL-9 


3.5 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Tit/ft \17n«r A/TT TD 0 J n ,, 

iwo wayMLK J day 


Z A 


NLI-rL292 IFN gamma 


5.5 


i wo way mlk j aay 


2.3 


rLrAbC none 


a n 

0.0 


Two Way MLR 7 day 


8.2 


HPAEC TNF alpha + IL- 1 
beta 


0.0 


rt>M\s rest 


a a 
U.U 


Lung fibroblast none 


2.8 


PBMC PWM 


21.3 


Lung nbroblast TNF alpha \ 
+ IL-1 beta 


0.0 


nni/p DTJT A T 


OA A 
20.4 


Lung nbroblast 1L-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


2.8 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


100.0 


Lung fibroblast IFN 
gamma 


1.4 


B lymphocytes CD40L | 19.8 


Dermal fibroblast 


34.4 
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and IL-4 




CCD1070rest 




EOL-1 dbcAMP 


2.6 


Dermal fibroblast 
CCD1070TNF alpha 


68.8 


EOL-1 dbcAMP 

PMA/ionomycin 


6.2 


Dermal fibroblast 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast EFN 
gamma 


0.0 


Jjendntic cells Lro 


u.u 


Dermal tiDroDiast ll-4 


1/11 

14.1 


Dendntic cells anti- 
CD40 ! 


6.0 


IBD Colitis 2 


0.0 


Monocytes rest 


0.0 


IBD Crohn's 

11^1*^ ^/i villi 


0.0 


Monocytes LPS 


6.5 


Colon 


42.3 


Macrophages rest 


0.0 


Lung 


35.8 


Macrophages LPS 


0.0 


Thymus 


45.4 


HUVEC none 


0.0 


Kidney 


55.1 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3407 This panel confirms the expression of 
this gene at low levels in the brains of an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screening_panel_vl.4 Summary: Ag3407 Highest expression of the CG59241-01 
gene is seen in fetal brain (CT=31.3). Furthermore, low to moderate levels of expression is 
also observed in CNS cancer cell lines (CTs=32-34). The CG59241-01 gene codes for a 
putative amiloride-sensitive sodium channel. A similar amiloride-sensitive sodium channel 
was shown to be highly expressed in malignant glioblastoma multiforme tumors and to be a 
characteristic feature of malignant brain tumor cells (Ref.l). Therefore, therapeutic 
modulation of the activity of the protein encoded by this gene may be beneficial in the 
treatment of CNS cancer. Significant expression is also seen in a cluster of cell lines derived 
from brain, colon, breast, and ovarian cancers. Therefore, therapeutic modulation of the 
activity of this gene or its protein product, through the use of small molecule drugs, protein 
therapeutics or antibodies, might be beneficial in the treatment of these cancers. 

In addition, this gene is expressed at low levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
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disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 



References: 

1 . Bubien JK, Keeton DA, Fuller CM, Gillespie G Y, Reddy AT, Mapstone TB, Benos 
DJ. (1999) Malignant human gliomas express an amiloride-sensitive Na+ conductance. Am J 
Physiol 276(6 Pt 1):C1405-10 

Panel 4D Summary: Ag3407 Highest expression Of the CG59241-01 gene is detected in 
PWM treated B lymphocytes (CT>32). Similar expression is also detected in primary activated 
Thl, Th2 and Trl cells, as well as TNF alpha treated dermal fibroblast CCD1070 cells 
(CTs=32). Therefore, expression of this gene can be used to distinguish these samples from 
other samples in the panel. Furthermore, this gene is expressed in activated lymphocytes. 
Likewise, no expression of this gene is seen in PBMC that contain normal B cells (CT=40), 
but it is induced when PBMC are treated with the pokeweed mitogen or PHA-L (CTs=34). In 
addition, the transcript is not seen in the B cell lymphoma Ramos regardless of stimulation. 
Therefore, the gene product could potentially be used therapeutically in the treatment of 
Crohn's disease, ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, 
asthma, emphysema, rheumatoid arthritis, lupus erythematosus, psoriasis and in other diseases 
in which T cells and B cells are activated. 

In addition, low expression of this gene is also observed in normal colon, lung, thymus 
and kidney tissues. The CG59241-01 gene encodes an amiloride-sensitive sodium channel. A 
similar channel, the amiloride-sensitive epithelial sodium channel (ENaC) constitutes the 
limiting step for sodium reabsorption in epithelial cells that line the distal nephron, distal 
colon, ducts of several exocrine glands and lung airways and plays an important role in 
pathophysiological and clinical conditions such as hypertension or lung edema. ENaC has 
been implicated in two genetic diseases, Liddle's syndrome and pseudohypoaldosteronism 
(PHA-1) (Ref.l). Therefore, antibody or small molecule therapies designed with the protein 
encoded for by CG59241-01 gene could modulate kidney/colon/lung function and be 
important in the treatment of inflammatory or autoimmune diseases of these tissues in addition 
to hypertension, lung edema, Liddle's syndrom and PHA-1. 

Reference. 
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1. Hummler E. (1998) Reversal of convention: from man to experimental animal in 
elucidating the function of the renal amiloride-sensitive sodium channel. Exp Nephrol 1998 
Jul-Aug;6(4):265-71 

AH* CG58602-01: FAD binding domain containing protein 

Expression of gene CG58602-01 was assessed using the primer-probe set Ag3385, 
described in Table AHA, Results of the RTQ-PCR runs are shown in Tables AHB, AHC and 
AHD. 

Table AHA . Probe Name Ag3385 



Primers 


Sequences 


Length 


Start 
Position 


ISEQID 
1 NO: 


Forward! 


5 • -tcatgaatccaggcaaagtg-3 1 


20 


1427 


j 499 


Probe 


TET-5 1 -ttagcccacaagttccctgactacgg-3 1 - 
TAMRA 


26 j 


1468 


j 500 


Reverse 


5 ' -tggcatgaagaaaagttcca-3 ' 


20 


1503 


1 501 



Table AHB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag338S, 
Run 210154892 


Tissue Name 


Rel. Exp.(%) Ag3385, 
Run 210154892 


AD 1 Hippo 


34.6 


Control (Path) 3 
Temporal Ctx 


21.2 


AD 2 Hippo 


47.6 


Control (Path) 4 
Temporal Ctx 


36.1 


AD 3 Hippo 


11.9 


AD 1 Occipital Ctx j 


28.1 


AD 4 Hippo 


24.3 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


56.3 


AD 3 Occipital Ctx 


15.0 


AD 6 Hippo 


63.3 


AD 4 Occipital Ctx 


34.9 


Control 2 Hippo 


42.6 


AD 5 Occipital Ctx 


52.1 


Control 4 Hippo 


24.7 


AD 6 Occipital Ctx 


25.3 


Control (Path) 3 
Hippo 


23.3 


Control 1 Occipital 
Ctx 


14.3 


AD 1 Temporal Ctx 


23.8 


Control 2 Occipital 
Ctx 


69.3 


AD 2 Temporal Ctx 


73.7 


Control 3 Occipital 
Ctx 


29.5 


AD 3 Temporal Ctx 


7.3 


Control 4 Occipital 
Ctx 


14.9 


AD 4 Temporal Ctx 


39.0 


Control (Path) 1 


68.3 
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Occipital Ctx 




AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


11.0 


AD 5 Sup Temporal 
Ctx 


55.5 


Control (Path) 3 
Occipital Ctx 


8.9 


AD 6 Inf Temporal 
Ctx 


64.2 


Control (Path) 4 
Occipital Ctx 


17.3 


AD 6 Sup Temporal 
Ctx 


54.0 


Control 1 Parietal 
Ctx 


32.8 


Control 1 Temporal 
Ctx 


23.8 


Control 2 Parietal 
Ctx 


62.0 


Control 2 Temporal 
Ctx 


50.3 


Control 3 Parietal 
Ctx 


33.4 


Control 3 Temporal 
Ctx 


38.4 


Control (Path) 1 
Parietal Ctx 


70.7 


Control 3 Temporal 
Ctx 


19.2 


Control (Path) 2 
Parietal Ctx 


31.4 


Control (Path) 1 
Temporal Ctx 


56.6 


Control (Path) 3 
Parietal Ctx 


20.9 


Control (Path) 2 
Temporal Ctx 


47.6 


Control (Path) 4 
Parietal Ctx 


43.2 



Table AHC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3385, 
Run 217043538 


Tissue Name 


Rel. Exp.(%) Ag3385, 
Run 217043538 


Adipose 


2.4 


Renal ca. TK-10 


3.5 


Melanoma* 
Hs688(A).T 


0.7 


Bladder 


6.6 


Melanoma* 
Hs688(B).T 


1.1 


Gastric ca. (liver met.) 
NCI-N87 


2.1 


Melanoma* Ml 4 


0.9 


Gastric ca. KATO III i 


0.9 


Melanoma* 
LOXIMVI 


1.3 


Colon ca. SW-948 


4.5 


Melanoma* SK- 
MEL-5 


2.2 


Colon ca. SW480 


0.8 


Squamous cell 
carcinoma SCC-4 


0.1 


Colon ca* (SW480 
met) SW620 


1.3 


Testis Pool 


1.3 


Colon ca. HT29 


0.6 


Prostate ca.* (bone \ 
met) PC-3 1 


5.8 


Colon ca.HCT- 116 


1.9 


Prostate Pool 


4.0 


Colon ca. CaCo-2 


28.5 


Placenta 


2.5 


Colon cancer tissue 


2.0 


Uterus Pool 


0.5 


Colon ca. SW1 116 


0.9 


Ovarian ca. 


1.1 


Colon ca. Colo-205 


3.5 
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OVCAR-3 








Ovarian ca. SK-OV- 
3 


3.7 


Colon ca. SW-48 


4.2 


Ovarian ca. 
OVCAR-4 


0.2 


Colon Pool 


3.0 


Ovarian ca. 
OVCAR-5 


42.0 


Small Intestine Pool 


3.5 


Ovarian ca. IGROV- 

i 
i 


8.0 


Stomach Pool 


1.8 


Ovarian ca. 
OVCAR-8 


2.7 


r— — j 

Bone Marrow Pool 


0.9 


Ovary 


J.J 


reiai riean 




tsreasi ca. Mtr - / 




riean root 


O.J 


oreasi ca. )xixj{\- 
MB-231 


3.0 


Lymph Node Pool 


3.5 


Breast ca. BT 549 


1.3 


Fetal Skeletal Muscle 


2.6 


Breast ca. T47D ; 


100.0 


Skeletal Muscle Pool 


25.5 


-DIGaM Ca. iVLLI/Y-IN 


n a 


opieen rooi 


U.Z 


Breast Pool 


3.1 


Thymus Pool 


2.7 


Trachea 


3.2 


CNS cancer (gho/astro) 
U87-MG 


4.0 


Lung 


2.9 


CNS cancer (gho/astro) 
U-118-MG 


1.3 


Fetal Lung 


3.0 


CNS cancer 
(neuro;met) SK-N-AS 


1.8 


Lungca.NCI-N417 


0.2 


CNS cancer (astro) SF- 
539 


1.3 


Lungca. LX-1 


1.1 | 


CNS cancer (astro) 
SNB-75 


0.9 


Lungca.NCI-H146 


0.4 


CNS cancer (glio) 

CXTD 1 Q 


5.0 


Lungca. SHP-77 


3.1 


ciNo cancer ^giioj or- 
295 


5.5 


Lung ca. A549 


4.3 


Brain (Amygdala) Pool 


5.5 


j-tUng ca. iN^i-rozo 


n a 


Brain (cerebellum) 


1 1 ^ 
1 j.j 


T iinrr MPT 

l^ung ca. iNi^i-rizj 


o.o 


13 1*0 in ( Pcy+n'W 

orain ^reiaij 


3.0 


Lung ca. NCI-H460 


1.5 


Brain (Hippocampus) 

rOOl 


5.2 


i^ung ca. xiur-oz 




cereorai i^onex rooi 


/A 


Lung ca. NCI-H522 


3.6 | 


Drain ^oUDSianua nigra j 
Pool 


11.5 


Liver 


13.6 


Brain (Thalamus) Pool j 


7.2 


Fetal Liver 


12.0 


Brain (whole) 


7.2 


Liver ca. HepG2 


2.7 


Spinal Cord Pool 


4.8 
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Kidney Pool j 


6.2 


jAdrenal Gland 


6.0 


Fetal Kidney ! 


4.0 


jPituitary gland Pool 


1.7 


Renal ca. 786-0 j 


0.2 


iSalivary Gland 

i Il( . nr inmn . r 


6.6 


Renal ca. A498 j 


1.4 


jThyroid (female) 


5.2 


Renal ca. ACHN j 


0.8 


jPancreatic ca. CAPAN2 


3.5 


Renal ca.UO-31 j 


0.9 


]Pancre3@Pool 


4.4 



Table AHD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3385, Run 
165296471 


Tissue Name 


Rel. Exp.(%) 
Ag3385, Run 
165296471 


Secondary Thl act 


1.2 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


3.6 


HUVEC IFN gamma 


3.7 


Secondary Trl act 


2.6 


HT TVFC TNF alnha + TFN 
gamma 


0.7 


oCCUIlUaiy 1X11 I Col 


fl 4 
u.*t 


HTTVFP TNF alnha + TL4 


2 2 


Secondary Th2 rest 


0.9 


HUVEC IL- 11 


1.3 


Secondary Trl rest 


0.4 


Lung Microvascular EC 
none 


3.2 


Primary Thl act 


1.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1.5 


Primary Th2 act 


0.7 


Microvascular Dermal EC 
none 


3.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 


Primary Thl rest 


1.1 


Bronchial epithelium 
iiNraipna » .LLioeia 


0.6 


Primary Th2 rest ■ 


0.5 


Small airway epithelium - 
none 


0.7 


Primary Trl rest 


0.6 


Small airwav enithelium 

kjincxii on Miiy vuiuiviiuiii 

TNFalpha + IL-lbeta 


0.8 


CD45RA CD4 
lymphocyte act 


2.0 


Coronery artery SMC rest i 


0.5 


CD45RO CD4 
lymphocyte act 


3.7 


Coronery artery SMC 
TNFalpha + IL-lbeta 


2.0 


CD8 lymphocyte act 


0.9 


Astrocytes rest 


1.5 


Secondary CD8 
lymphocyte rest 


2.7 


Astrocytes TNFalpha + 
IL-lbeta 


2.6 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


3.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


8.2 


2ryThl/Th2/Trl_anti- 


0.0 


CCD 11 06 (Keratinocytes) 


3.3 
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CD95 CH11 




none 




LAK cells rest 


9.4 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.3 


T A Tr 11 * TT r\ 

LAK cells IL-2 


0.8 


Liver cirrhosis 


7.9 


T A T f It TT ■ TT 1 r\ 

LAK cells IL-2+IL-12 


1.5 


Lupus kidney 


2.3 


LAK cells IL-2+IFN 
gamma 


3.7 


NCI-H292 none 


3.3 


LAK cells IL-2+ IL-18 


2.5 


NCI-H292 IL-4 


8.4 


LAK cells 
rivjyvionoinycin 


2.0 


NCI-H292 IL-9 


2.6 


NK Cells IL-2 rest 


0.7 


NCI-H292 IL-13 


2.9 


Two Way MLR 3 day 


4.6 


NCI-H292 IFN gamma 


1.8 


Two Way MLR 5 day 


2.8 


HPAEC none 


2.3 


Two Way MLR 7 day 


1.8 


HPAECTNF alpha +IL-1 
beta 


1.9 


PBMC rest 


0.6 


Lung fibroblast none 


1.5 


PBMC PWM 


11.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.7 


PBMC PHA-L 


2.3 


Lung fibroblast IL-4 


1.6 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


2.0 


Ramos (B cell) 
ionomycin 


0.9 


Lung fibroblast IL-13 


0.9 


B lymphocytes PWM 


3.5 


Lung fibroblast IFN 
gamma 


0.7 


B lymphocytes CD40L \ 
and IL-4 


5.4 


Dermal fibroblast 
CCD1070 rest 


1.6 


EOL-1 dbcAMP 


5.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


1.2 


Dermal fibroblast 
CCD 1070 IL-1 beta 


2.3 


Dendritic cells none 


15.5 


Dermal fibroblast IFN 
gamma 


0.5 


Dendntic cells LPS 


4.5 


Dermal fibroblast IL-4 


0.4 


Dendritic cells anti- 


11.7 


D3D Colitis 2 


0.3 


ivionocyics rcsi 


o. / 


idu i^ronn s 


yj.v 


iVlUilUL/jrlCo Lrj 


V/.O 


v^oion 


C 1 


Macronhat?es rest 


13.5 




6 7 


Macrophages LPS 


1.6 


Thymus 


100.0 


HUVEC none ! 


0.6 


Kidney 


11.3 


HUVEC starved 


1.7 







CNS_neurodegeneration_vl.O Summary: Ag3385 This panel confirms the expression of 
CG5 8602-01 gene at low levels in the brains of an independent group of individuals. 
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However, no differential expression of this geiie was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panel_vl.4 Summary: Ag3385 Highest expression of the CG58602-01 
gene is seen in a breast cancer cell line (CT=26.3). Significant expression is also seen in an 
ovarian cancer cell line. Thus, expression of this gene could be used to differentiate between 
these samples and other samples on this panel and as a marker to detect the presence of breast 
and ovarian cancers. Furthermore, therapeutic modulation of the expression or function of this 
gene may be effective in the treatment of breast and ovarian cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Expression of this gene is higher in fetal skeletal muscle (CT=28.3) when compared to 
expression in adult skeletal muscle (CT=31.5). Thus, expression of this gene could be used to 
distinguish fetal from adult skeletal muscle. 

In addition, this gene is expressed at high levels (CTs=29-30.4) in all regions of the 
central nervous system examined, including amygdala, hippocampus, substantia nigra, 
thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a role in 
central nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
multiple sclerosis, schizophrenia and depression. 

Panel 4D Summary: Ag3385 Highest expression of the CG58602-01 gene is seen in the 
thymus (CT=28). Thus, the putative protein encoded for by this gene could therefore play an 
important role in T cell development. Therefore, small molecule therapeutics designed against 
the proetin encoded by this gene could be utilized to modulate immune function (T cell 
development) and be important for organ transplant, AIDS treatment or post chemotherapy 
immune reconstitiution. 
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AI. CG58468-01 : Serum Amyloid P Component 

Expression of gene CG58468-01 was assessed using the primer-probe set Ag3356, 
described in Table AIA. Results of the RTQ-PCR runs are shown in Table AIB. 



Table ALA . Probe Name Ag3356 



Primers 


Sequences 


Length 


Start 
Position 


| SEQ ID 

j NO: 


Forward 


5 ' -aggcatttattttccctcaaga-3 ' 


22 ! 


106 


1 502 


Probe 


TET-5 ' -agtctatgtgtccctgatccccaagg-3 • - 
TAMRA 


26 \ 


137 


j 503 


Reverse 


5 ' -gttttcaggcaaagcttgaagt-3 ' 


22 j 


181 


1 504 



Table AIB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3356, 
Run 216523476 


| Tissue Name 


Rel. Exp.(%) Ag3356, 
Run 216523476 


Adipose 


2.2 


jRenal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


jBladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


jGastric ca. (liver met.) 

prci-N87 


0.0 


Melanoma* Ml 4 


0.0 


jGastric ca. KATO HI 


0.0 


Melanoma* 
LOXLMVI 


0.0 


jcolon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


jcolon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca * (SW480 
met) SW620 


0.0 


Testis Pool 


1.7 


jColon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


0.0 


jcolonca.HCT-116 


0.0 


Prostate Pool 


0.0 


jColon ca. CaCo-2 


0.0 


Placenta 


0.0 


jColon cancer tissue 


0.0 


Uterus Pool 


0.0 


JColon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 ; 


0.0 


jColon Pool 


100.0 


Ovarian ca. 
OVCAR-5 


0.0 


ISmall Intestine Pool 


5.6 
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Ovarian ca. IGROV- 

1 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


10.7 


Ovary 


A A 

U.U 


Fetal Heart 


A A 

U.U 


Jtfreast ca. Mtr-/ 


A A 
U.U 


rieart rool 


Z.O 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


25.9 


Breast ca BT549 


0.0 


Fetal Skeletal Muscle 


2.1 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


A A 
U.U 


Spleen Pool 


A A 
U.U 


Breast Pool 


19.6 


Thymus Pool 


0.0 


Trachea 


1.5 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


5.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 j 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lung ca.NCI-H 146 j 


0.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.0 \ 


LNb cancer (glio) ar- 
295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 


J-iing ca. JNd-rijzo i 


A A 

U.U 


Brain (cerebellum) 


A A 

U.U 


LrUng ca. iNL/i-xiz3 


JO. / 


main (letaij 


z.o 


Lung ca. NCI-H460 


0.0 


Brain (Hippocampus) 

rOOJ 


0.0 


L.ung ca. xiUr-oz 


A A 
U.U 


Cerebral uortex rool 


A A 

U.U 


Lungca.NCI-H522 


0.0 


Brain (Substantia nigra) 
Pool 


0.0 


Liver 


2.3 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


2.1 


Kidnev Pool 


19.1 


Adrenal Gland 


0.0 


Fetal Kidney 


0.0 


Pituitarv eland Pool 


2.1 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


7.2 



685 



WO 02/072757 



PCT/US02/06908 



CNS_neurodegeneration_vl.O Summary: Ag3356 Expression of the CG58468-01 gene is 
low/undetectable in all the samples on this panel. (CTs>35). (Data not shown.) 

General screening panel_vl,4 Summary: Ag3356 Expression of the CG58468-01 gene is 
restricted to the colon (CT=34). Thus, expression of this gene could be used to differentiate 
between this sample and other samples on this panel. 

Panel 4D Summary: Ag3356 Results from one experiment with the CG56003-01 gene are 
not included. The amp plot indicates that there were experimental difficulties with this run. 

AJ. CG58183-01: N-METHYL-D-ASPARTATE RECEPTOR 

Expression of gene CG58 183-01 was assessed using the primer-probe set Ag3355, 
described in Table AJA. Results of the RTQ-PCR runs are shown in Tables AJB, AJC and 
AJD. 



Table AJA . Probe Name Ag3355 



Primersj Sequences 


Lengthj 


Start 
Position 


SEQ ID 
NO: 


Forwardjs ' -gctggccaactctgtctagac-3 ■ 


21 1 


1617 


505 


p i ]TET-5 ' -tgactcttccacattggacagccttt-3 ' - 
Fr0De JTAMRA 


26 j 


1649 


506 


Reverse js 1 -ttactgctatggaggctgctaa-3 ' 


22 | 


1675 


507 



Table AJB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel.Exp.(%)Ag3355, j 
Run 210142850 


Tissue Name 


Rel. Exp.(%) Ag3355, 
Run 210142850 


AD 1 Hippo 


17.7 


Control (Path) 3 
Temporal Ctx 


7.3 


AD 2 Hippo 


27.4 


Control (Path) 4 
Temporal Ctx 


47.6 


AD 3 Hippo 


8.8 


AD 1 Occipital Ctx 


18.8 


AD 4 Hippo 


16.2 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


53.6 


AD 3 Occipital Ctx 


3.0 


AD 6 Hippo 


51.4 


AD 4 Occipital Ctx 


27.2 


Control 2 Hippo 


41.8 


AD 5 Occipital Ctx 


55.1 


Control 4 Hippo 


10.4 


AD 6 Occipital Ctx 


6.3 


Control (Path) 3 
Hippo 


4.5 


Control 1 Occipital 
Ctx 


2.8 
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AD 1 Temporal Ctx 


18.3 


Control 2 Occipital 
Ctx 


39.0 


AD 2 Temporal Ctx 


48.0 


Control 3 Occipital 
Ctx 


18.2 


AD 3 Temporal Ctx 


5.7 


Control 4 Occipital 
Ctx 


3.4 


AD 4 Temporal Ctx 


15.2 


Control (Path) 1 
Occipital Ctx 


81.8 


AD 5 Inf Temporal 
Ctx 


61.6 


Control (Path) 2 
Occipital Ctx 


9.0 


AD 5 Sup Temporal 
Ctx 


69.3 


Control (Path) 3 
Occipital Ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


66.9 


Control (Path) 4 
Occipital Ctx 


13.3 


AD 6 Sup Temporal 
Ctx 


62.9 


Control 1 Parietal 
Ctx 


6.6 


Control 1 Temporal 
Ctx 


8.5 


Control 2 Parietal 
Ctx 


74.7 


Control 2 Temporal 
Ctx 


66.9 ; 


Control 3 Parietal 
Ctx 


21.0 


Control 3 Temporal 
Ctx 


34.9 i 


Control (Path) 1 
Parietal Ctx 


100.0 


Control 3 Temporal 
Ctx 


7.0 


Control (Path) 2 
Parietal Ctx 


21.9 


Control (Path) 1 
Temporal Ctx 


90.1 


Control (Path) 3 
Parietal Ctx 


6.0 


Control (Path) 2 
Temporal Ctx 


74.7 


Control (Path) 4 
Parietal Ctx 


50.7 



Table AJC, General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3355, 
Run 216523475 


Tissue Name 


Rel. Exp.(%) Ag3355, 
Run 216523475 


Adipose j 


0.0 


Renal ca. TK-10 


0.0 


Melanoma* 1 
Hs688(A).T 


0.9 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI ! 


0.0 < 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 I 


0.0 


Colon ca. SW480 


0.2 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca* (SW480 
met) SW620 


0.0 
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Testis Pool 


2.4 


(Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


o o 


Ifnlon ca HCT-116 

...... . , lrlllill , waiili „„ . ... „.„.. ., 


on 


Prostate Pool 


2.1 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


1 j ' • ' ■■rniii-ii-fin rM- -., 

{Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


|Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.4 


jcolon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.3 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


2.2 


Ovarian ca. 
OVCAR-5 


0.0 


jSmall Intestine Pool 


3.4 


Ovarian ca. IGROV- 
1 


0.0 


jstomach Pool 


2.4 


Ovarian ca. 
OVCAR-8 




IDUllw IVIaUVJW ruui 




Ovary 


4.4 


jFetal Heart 


1.9 


Breast ca. MCF-7 


0.0 


jHeart Pool 


3.6 


Breast ca. MDA- 
MB-231 


0 0 






Breast ca. BT 549 


0.0 


JFetal Skeletal Muscle 


1.8 


Breast ca. T47D j 


0.0 


jSkeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


jSpleen Pool 


4.3 


Breast Pool 


5.7 


jThymus Pool 


4.7 


Trachea 


1.7 


jCNS cancer (glio/astro) 
|U87-MG 


0.0 


Lung 


1.6 


jCNS cancer (glio/astro) 
U-118-MG 


0.1 


Fetal Lung j 


0.0 


|CNS cancer 
|(neuro;met) SK-N-AS 


3.2 


Lung ca. NCI-N417 


17.8 


|CNS cancer (astro) SF- 
|539 


14.8 


Lung ca. LX-1 


0.0 


jCNS cancer (astro) 
(SNB-75 


17.6 


Lungca.NCI-H146 


4.0 


JCNS cancer (glio) 
jSNB-19 


0.0 


T una ra 9HP-77 


1 1 7 


CNS cancer (glio) SF- 
J295 


0 0 


Lung ca. A549 


0.0 


jBrain (Amygdala) Pool 


27.7 


Lung ca. NCI-H526 i 


0.3 


jBrain (cerebellum) 


0.7 


Lungca.NCI-H23 


1.9 


[Brain (fetal) 


100.0 


Lungca.NCI-H460 


0.3 


jBrain (Hippocampus) 


33.0 
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Lung ca. rlUr-oz 


KJ.D 


v^ereorai v^orxcA rooi 


AO ^ 


Lungca. NCI-H522 


0.0 


Drain (puDSianua nigrdj ; 
Pool 


43.8 


Tjver 


0.2 


Brain (Thalamus) Pool 


50.7 


Fetal Liver 


0.4 


Brain (whole) 


71.2 


Liver ca HenG2 


0.0 


Spinal Cord Pool 


15.0 


Kidnev Pool 


1.4 


Adrenal Gland 


0.0 


Fetal Kidnev 


7.2 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.1 


Renal ca. A498 


0.0 


Thyroid (female) 


0.1 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 | 


Pancreas Pool 


2.7 



Table AJD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3355, Run 
165241988 


Tissue Name 


Rel. Exp.(%) 
Ag3355, Run 
165241988 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC EFN gamma 


0.0 


oeconuary in aci 


n ft 


HUVEC TNF alpha + IFN 
gamma 


0 0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + TL4 


0.0 


Secondary Th2 rest 


11.8 


HUVEC IL-1 1 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC j 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC ; 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 i 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 
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Secondary CD8' 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


57.8 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


67.4 


2ryThl/Th2/Trl_anti- 
CJJ"j Crl 1 1 


0.0 


CCD1 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


LCD l lOo (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


T A TV 11^ TT 

LAK cells IL-2 


0.0 


Liver cirrhosis 


39.8 


LAK cells IL-2+1L-12 


0.0 


Lupus kidney 


0.0 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


0.0 


T AV TT ^ i TT 10 

LAK cells IL-2+ 1L-1 o 


A A 

u.u 


INUl-rlzyz IL-4 


A A 

U.U 


LAK cells 

PTVf A /i nn nm vf* l n 

X lY-Lii/ llrlll/lll Y Will 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


I wo Way MLK J day 


0.0 


iNUI-rizyz IriN gamma 


0.0 


T,,, A \A7rt»f A/IT TJ £ /Inir 

l wo way mlk j day 


0.0 


ITT) A Tuf^ »»/\rs /a 

trr /vcL none 


ft f\ 

u.u 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 
oeta 


0.0 


rr>MU rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast lJNr alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


A A 

0.0 


Lung fibroblast IL-4 


A A 

0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
ULDio/o lL-l beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


TAaM J* AAlIn T TIC 

Dendritic cells Lri> 


A A 

u.u 


T**s_ i . ■ ■ ■ jil -TIl%«> A l«1 n+*4* TT A 

Dermal fibroblast IL-4 


A. A 

u.u 


Denanuc ecus anil- 
CD40 


0.0 


IBD Colitis 2 


0.0 


Monocytes rest 


0.0 


IBD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


12.7 



690 



WO 02/072757 



PCT7US02/06908 



Macrophages rest 


0.0 


Lung 


15.2 


Macrophages LPS 


0.0 


Thymus 


100.0 


HUVEC none 


0.0 


Kidney 


73.2 


HUVEC starved 


0.0 



CNS_neurodegeneration_vl.O Summary: Ag3355 This panel confirms the expression of 
CG58183-01 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General screening panel vl. 4 Summary: Ag3355 Highest expression of CG58183-01 
gene is detected in fetal brain (Ct=29.2). In addition, this gene is expressed at high levels in all 
regions of the central nervous system examined, including amygdala, hippocampus, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord (CTs= 29-32). Therefore, this 
gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

This gene codes for N-methyl-D-aspartate (NMD A) receptor 3A protein. In cats and 
rhodent models competitive NMD A receptor antagonists, such as D-(E)-4-(3-phosphonoprop- 
2-enyl)piperazine-2-carboxylic acid, which act at the neurotransmitter recognition site were 
shown to be effective in reducing ischaemic brain damage when administered prior to the 
onset of an ischaemic episode (Ref. 1). Therefore, therapeutic modulation of the activity of the 
protein encoded by this gene may be beneficial in the treatment of ischaemic brain. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, heart, and the gastrointestinal tract. Therefore, therapeutic modulation of 
the activity of this gene may prove useful in the treatment of endocrine/metabolically related 
diseases, such as obesity and diabetes. 

Furthermore, low to moderate expression of this gene is detected in lung cancer, and 
CNS cancer cell lines. Therefore, therapeutic modulation of the activity of this gene or its 
protein product, through the use of small molecule drugs, protein therapeutics or antibodies, 
might be beneficial in the treatment of lung cancer or CNS cancer. 

References: 
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1 . McCulloch J. (1991) Ischaemic brain damage— prevention with competitive and 
non-competitive antagonists of N-methyl-D-aspartate receptors. Arzneimittelforschung 
41(3A):3 19-24. 

Panel 4D Summary: Ag3355 Expression of the CG58183-01 gene is limited to a few 
samples, with highest expression in the thymus (CT=33.5). Thus, expression of this gene may 
be useful as a marker of thymic tissue. Low, but significant levels of expression are also seen 
in the kidney, in TNF-alpha and IL-1 beta treated astrocytes and in the PMA/ionomycin 
treated basophil cell line KU-8 12. Thus, this gene product may be involved in the normal 
homeostasis of this tissue. Therefore, agonistic antibodies or protein therapeutics may be 
important in the treatment of inflammatory or autoimmune diseases that affect the kidney, 
including lupus and glomerulonephritis. In addition, the expression of this transcript in 
astrocytes treated with TNF-a and IL-1 indicates that therapeutics designed against the protein 
encoded by this gene may be useful for the treatment of inflammatory CNS diseases such as 
multiple sclerosis. 

AK CG59315-01: connexin 

Expression of gene CG593 15-01 was assessed using the primer-probe set Ag3542, 
described in Table AKA. Results of the RTQ-PCR runs are shown in Tables AKB and AKC. 

Table AKA. Probe Name Ag3542 



Primers 


Sequences 


Lengthj 


Start 
Position 


I SEQ ID 
j NO: 


Forward 


5 ' -ggacacctcccaacctagatc-3 ' 


21 j 


1024 


| 508 


Probe 


TET-5 ' -tacctgtcttccttccttgaggctgg-3 ' - 
TAMRA 


26 1 


1046 


j 509 


Reverse 


5 ' -ttgcattcttgtgtccatgag-3 • 


2' ,1 


1081 


j 510 



Table AKB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3542, 
Run 217049297 


1 Tissue Name 


Rel. Exp.(%) Ag3542, 
Run 217049297 


Adipose 


17.3 


jRenalca. TK-10 


6.8 


Melanoma* 
Hs688(A).T 


0.4 


gladder 


2.5 


Melanoma* 
Hs688(B).T 


1.0 


jGastric ca. (liver met.) 
|NCI-N87 


13.1 


Melanoma* Ml 4 


12.2 


jGastric ca. KATO III 


12.2 
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Melanoma* 
LOXIMVI 


0.0 


jcolon ea. SW-948 


3.8 


Melanoma* SK- 
JVLcLO 


0.7 


plonca. SW480 


39.0 


Squamous cell 
carcinoma 


2.0 


. Colon ca.*(SW480 

jmcijowozu 


6.7 


i estis .rOOl 




j^oion ca. ri i 




rrosiaie ca. ^Done 
met) PC-3 


0.0 


i 

Colon ca.HCT- 116 

JL - _ 


17. 7 


Prostate Pool 


0.0 


(Colon ca. CaCo-2 


2.8 


Din f\ AW+A 

rlacenta 


1 o 


jColon cancer tissue 


l.o 


Uterus Pool 


0.0 


jCoionca.SW1116 


0.3 


Ovarian ca. 
OVCAR-3 


6.3 


Jcolon ca. Colo-205 


0.3 


Ovarian ca. SK-OV- 
3 


2.5 


jcolon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


1.7 


Ovarian ca. j 
OVCAR-5 


25.0 


Jsmall Intestine Pool 


6.3 


Ovarian ca. IGROV- 

1 


6.4 


jStomach Pool 

. — — A 


5.4 


\j van an ca. 
OVCAR-8 


0.0 


JBone Marrow Pool 


3.1 


Ovary 


u.o 


jreiai riean 


1 1 
■ I. / 


Breast ca. jvicr- / 


no 


jriean rooi 




ore as i ca. ivllia- 
MB-231 


5.0 


Lymph Node Pool 


3.6 


Breast ca. BT 549 


8.7 


jFetal Skeletal Muscle 


0.0 


Breast ca. T47D 


100.0 


[Skeletal Muscle Pool 


6.1 


Die do I Cd. lVLL//\-iN 


Z. / 


jopieen x^ooi 


^ Q 
D.o 


Breast Pool 


4.9 


jThymus Pool 


3.0 


Trachea 


9.3 


CNS cancer (gho/astro) 
JU87-MG 


1.0 


Lung 


0.0 


jCNS cancer (glio/astro) 
|U-118-MG 


13.7 


Fetal Lung 


3.2 


jCNS cancer 
|(neuro;met) SK-N-AS 


35.4 


Lung ca. NCI-N417 


1.2 


CNS cancer (astro) SF- 
]539 


4.9 


Lung ca. LX-1 


11.7 


jCNS cancer (astro) 


2.7 


Lung ca. NCI-H146 


2.9 


|CNS cancer (glio) 
jSNB-19 


1.4 


Lung ca. SHP-77 


8.1 


jCNS cancer (glio) SF- 


12.5 
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295 




Lung ca. A549 


10.8 


Brain (Amygdala) Pool 


0.4 


jLung ca. rNCi-xij^o 


9 1 


Drain ^ccrcucjimn^ 




LUIlg Ca. lNV^l*ii^--> 


R 1 

O* I 


D l all l ylElaij 




Lung ca. NCI-H460 


0.8 


Brain (Hippocampus) 
ruoi 


1.5 


i^ung ca. xiUr-oz 




cereorai v^onex rooi 


U.U 


Lungca.NCI-H522 


4.9 


israin (puDStanua nigraj 
Pool 


0.2 


Liver 


0.0 


Brain (Thalamus) Pool ! 


1.2 


Fetal Liver 

-.m ■■■ .■,v---r^-^ J m- v —in 


1.2 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.4 


Kidney Pool 


3.1 


Adrenal Gland 


2.0 


Fetal Kidney 


0.0 


Pituitary gland Pool 


1.8 


Renal ca. 786-0 


6.3 


Salivary Gland 


3.2 


Renal ca. A498 


0.0 


Thyroid (female) 


3.8 


Renal ca. ACHN 


12.1 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


3.2 


Pancreas Pool 


4.2 


Table AKC. Panel 4D 


j Rel. Exp.(%) 
Tissue Name Ag3542, Run 
1 166453844 


Tissue Name 


Rel. Exp.(%) 
Ag3542, Run 
166453844 


Secondary Thl act j 3.9 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act j 5.4 


HUVEC IFN gamma 


2.4 


Secondary Trl act j 3.8 


HUVEC TNF alpha + IFN j 
gamma 


0.4 


Secondary Thl rest j 33.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest j 5.3 


HUVEC IL-11 


1.4 


Secondary Trl rest | 14.8 


Lung Microvascular EC 
none j 


3.1 


Primary Thl act j 6.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1.9 


Primary Th2 act j 0.6 


Microvascular Dermal EC 
none 


1.9 


Primary Trl act j 5.5 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest j 84.7 


Bronchial epithelium 
TNFalpha + ILlbeta 


2.7 


Primary Th2 rest j 27.0 


Small airway epithelium 
none 


1.6 


Primary Trl rest j 16.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


3.8 
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CD45RA CD4 
lymphocyte act 


0.3 


Coronery artery SMC rest 


2.1 


CD45RO CD4 
lymphocyte act 


3.6 


Coronery artery SMC 
iJNr aJpna + iL-loeta 


0.5 


CD 8 lymphocyte act 


0.9 


Astrocytes rest 


5.8 


Secondary CD8 
lymphocyte rest 


2.5 


Astrocytes TNFalpha + 
IL-lbeta 


12.0 


Secondary CD8 
lymphocyte act 


12.6 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


13.6 


KU-812 (Basophil) 
PMA/ionomycin 


5.4 


2ryThl/Th2/Trl_anti- 


40.6 


CCD1106 (Keratinocytes) 
none 


1.7 


LAK cells rest 


3.7 


ucu 1 1 uo (jveraunocytes ) 
TNFalpha + IL-lbeta 


4.9 


J-AJV CcllS 1L/-Z 


/.0 


Liver cirrnosis 


ol .Z 


Lr/vJv ceus LL-Z+IL- 1Z 


7 Q 


.Lupus Kianey 


3.U 


LAK cells IL-2+IFN 

gamma 


11.7 


NCI-H292 none 


7.8 


T A V ^olle TT O-l- TT 1 c 

1^/\JV CeilS LL-Zt- lij- 1 o 


7 7 
/ .Z 


XTPT TJ707 TT A 


J.J 


.LAJs. cells 
PMA/ionomvcin 


3.8 


NCI-H292 IL-9 


6.0 


NK Cells IL-2 rest 


" 8.0 


NCI-H292 IL-13 


6.4 


1 wo w ay mlk J day 


7 7 
Z.J 


iSCl-rlzyz Ir In gamma 


Z.4 


l wo w ay mlk d day 


n o 


rir AHU none 


a n 
U.U 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-L 
beta 


0.9 


rDMi rest 


1 7 Q 

IZ.o 


Lung fibroblast none 


U.U 


PBMC PWM 


5.4 


bung iiDroDiast i iNr aipna 
+ IL-1 beta 


1.1 




1 7 

J. 1 


mng iiDroDiasi 


U.U 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


1.9 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.4 


B lymphocytes PWM 


3.7 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


4.4 


Dermal fibroblast 
CCD 1070 rest 


0.4 


EOL-1 dbcAMP 


14.1 


Dermal fibroblast 
CCD 1070 TNFalpha 


18.0 


EOL-1 dbcAMP 

A /intir\TVi\/^in 
x lvlrV LvJUVliiy V/ill 


11.7 


Dermal fibroblast 

PfT> 1070 TT -1 V»f*ta 


0.0 


Dendritic cells none 


6.3 


Dermal fibroblast IFN 
gamma 


0.3 


Dendritic cells LPS 


1.4 


Dermal fibroblast IL-4 


1.4 
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Dendritic cells anti- 
CD40 


23 


D3D Colitis 2 


4.0 


Monocytes rest 


53.2 


IBD Crohn's 


3.2 


Monocytes LPS 


19.2 


Colon 


100.0 


Macrophages rest 


0.6 


Lung 


11.1 


Macrophages LPS 


0.0 


Thymus 


2.7 


HUVEC none 


5.4 


Kidney 


7.7 


HUVEC starved 


4.3 







CNS_neurodegeneration_vl.O Summary: Ag3542 Expression of the CG59315-01 gene is 
low/undetectable in all the samples on this panel. (CTs>35). (Data not shown.) 



General screening_ panel v 1.4 Summary: Ag3542 Expression of the CG59315-01 gene is 
highest in a breast cancer cell line (CT=31.3). Furthermore, there is significant expression in a 
cluster of cell lines derived from brain cancer, colon cancer and ovarian cancer. Therefore, 
expression of this gene could be used to differentiate between these samples and other samples 
on this panel and as a marker to detect the presence of colon, brain, ovarian, and breast cancer. 
Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in the treatment of colon, brain, ovarian, and breast cancers. 

Low but significant levels of expression are also seen in the cerebellum. Therefore, 
therapeutic modulation of the expression or function of this gene may be useful in the 
treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

Among metabolic tissues, this gene is expressed at low levels in adipose. Therefore, 
this gene product may be useful in the treatment of obesity. 

Panel 4D Summary: Ag3542 Expression of the CG59315-01 gene is highest in the normal 
colon (CT=30). Furthermore, expression is undetectable in colon samples from Crohn's and 
colitis patients. Thus, expression of this gene could be used to differentiate between normal 
and inflammed colon. This gene encodes a connexin homolog, a gap junction protein involved 
in intercellular communication. 

The expression of this connexin-like protein in several of the resting and activated T 

lymphocyte preparations and in resting monocytes suggests that small molecule antagonists or 

therapeutic antibodies that block its function may also be useful in the treatment of a number 

of inflammatory and autoimmune diseases in which T cells and monocytes play a pivotal role. 
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These include, but are not limited to, Crohn's disease, ulcerative colitis, multiple sclerosis, 
chronic obstructive pulmonary disease, asthma, emphysema, rheumatoid arthritis, lupus 
erythematosus, or psoriasis. 

References: 

1. Kwak BR, Mulhaupt F, Veillard N, Gros DB, Mach F. Altered pattern of vascular 
connexin expression in atherosclerotic plaques. Arterioscler Thromb Vase Biol 2002 Feb 
l;22(2):225-30 



AL. CG59203-01: Lysozyme C-like protein 

Expression of gene CG59203-01 was assessed using the primer-probe set Ag3392, 
described in Table ALA. Results of the RTQ-PCR runs are shown in Tables ALB and ALC. 



Table ALA . Probe Name Ag3392 



Primers 


Sequences 


jLength 


Start 
Position 


SEQID 
NO: 


Forward 


5 ■ -tgtgaggtttcctaaactggaa-3 ■ 


j 22 


540 


511 


Probe 


TET-5 • -ctttgcagcaacgccctagggttt-3 • - 
TAMRA 


\u 


576 


512 


Reverse 


5 ' -tgacacaggcatttggacat-3 1 


1 20 


607 


513 



Table ALB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3392, 
Run 216821373 


| Tissue Name 


Rel. Exp.(%) Ag3392, 
Run 216821373 


Adipose 


0.0 


jRenal ca. TK-10 


2.7 


Melanoma* 
Hs688(A).T 


0.0 


gladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


jGastric ca. (liver met.) 
NCI-N87 


0.7 


Melanoma* Ml 4 


1.2 


jGastric ca. KATO III 


0.4 


Melanoma* 
LOXIMVI | 


0.0 


jcolon ca. SW-948 


0.6 


Melanoma* SK- 
MEL-5 


0.0 


jcolon ca. SW480 


2.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca* (SW480 
|met) SW620 


4.7 
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i esus rOOl 


1 no n 

1 uu.u 


Cn\nn ret WT90 


0 0 


xTOSiate Ca. ^OOTlc 

met) PC-3 


0.0 


Colon ca. HCT-116 


0.0 


Prostate Pool j 


0.0 


Colon ca. CaCo-2 


1.2 


Placenta 


ft 7 


L^oion Cancer uoouc 


ft ft 


Uterus Pool 


0.0 j 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.4 


Colon ca. Colo-205 


11.6 


Ovarian ca. SK-OV- 
3 


1.0 


Colon ca. SW-48 


2.2 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


1.1 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.4 


Ovarian ca. IGROV- 
i 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


1.3 


Ovary 


n ft 
u.u 


rcldl XlCall 


ft ft 


ore as i ca. ivi\^r - / 




nCail I^OOl 


i i 

1 . L 


OTCaSl Ca. IVLUA- | 

MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


1.7 


Fetal Skeletal Muscle j 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.5 


ore as t ca. mjja-in 


U.U 


opieen rooi 


U.U 


Breast Pool 


0.0 


Thymus Pool 


0.9 


Trachea 


1.1 


CNS cancer (glio/astro) 
U87-MG 


1.4 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.5 


Fetal Lung 


0.8 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 ! 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


5.4 


CNS cancer (astro) 
SNB-75 


6.1 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.0 


uiNo cancer ^giioj or- 
295 


0.0 


Lung ca. A549 


3.1 | 


Brain (Amygdala) Pool 


0.0 


Lung ca. NCI-H526 | 


0.0 


Brain (cerebellum) 


0.0 


Lung ca. NCI-H23 


0.9 


Brain (fetal) 


0.0 


Lung ca. NCI-H460 


1.1 


Brain (Hippocampus) 


0.0 
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1 


rOOl 




Lung ca. HOP-62 j 


0.0 






Lungca.NCI-H522 j 


0.0 


cram .(puDStanua nigra j 
Pool 


0.0 


T iv**r J 

-L-fl V Cl 1 


1.5 


Brain (Thalamus) Pool 


0.9 v 


T^ptal T iv**r 1 
J/Ciai i^i vyi I 


1 2 


Brain (whole) 


0.0 


T iv<*r fji T-TpnfT^ 1 


18 3 


Spinal Cord Pool 


0.0 


TCiHnpv Pnnl 1 


1 6 


Adrenal Gland 


0.0 




0 0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 j 


0.3 


Salivary Gland 


0.0 


Renal ca. A498 j 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN j 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 j 


0.0 


Pancreas Pool 


0.0 


Table ALC. Panel 4D 


Tissue Name 


Rel. Exp.(%) 
Ag3392, Run 
165296470 


Tissue Name 


Rel.Exp.(%) 
Ag3392, Run 
165296470 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


36.9 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


u.u 


HUVEC TNF alpha + IFN 
gamma 


O.U 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL- 11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 

, 


0.0 

, f 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 
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Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ryThl/Th2/Trl_anti- \ 

pnoc /^tt 1 1 
UiJy3 tn 1 1 


0.0 


CCDl 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


cv^jji iuo iJveraunocyiesj 
TNFalpha + IL-lbeta 


0.0 


T A V ^ollo TT 1 

LAK cells IL-Z 


ft ft 

u.u 


Liver cirrhosis 


1 ft A ft 


LAJV CeilS IL/-Z+1L-1Z 


ft ft 

u.u 


Lupus kidney 


ft ft 

U.U 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


0.0 


T AV/%o11eTT O-U TT 1 C 

Lf/vis. ceils IL- 1 o 


ft ft 

u.u 


MPT TJ^OO IT A 


ft ft 
U.U 


LAJv cells 
PMA/ionomvcin 

A X T A i V IvllVlll J will 


16.8 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


i wo w ay ivii^rv j oay 


ft ft 

u.u 


iNL/i-rizyz iriN gamma 


ft ft 
U.U 


i wo w ay ivii^iv d oay 


ft ft 
u.u 


iir/vc^ none 


U.U 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


0.0 


rrSivic resi 


ft ft 
U.U 


Lung fibroblast none 


ft ft 
U.U 


PBMC PWM 


ll.l 


Lung fibroblast TNF alpha 
+ IL-lbeta 


0.0 




ft ft 

u.u 


L.ung nDroDiast 


ft ft 

u.u 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 ! 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


26.8 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L j 
and IL-4 


0.0 


Dermal fibroblast 
CCDl 070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
ULUiu/u il-i beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
garnrna 


0.0 


uenontic cens Uro 


ft ft 

u.u 


Dermal fibroblast IL-4 


ft ft 

u.u 


i^cnunuc ecus ami- 
CD40 


0.0 


fflD Colitis 2 


0.0 


Monocytes rest 


0.0 


IBD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


0.0 
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Macrophages rest J 0.0 


Lung 


0.0 . 


Macrophages LPS j 0.0 


Thymus ; 


0.0 


HUVECnone j 0.0 


Kidney 


0.0 


HUVEC starved j 0.0 







CNS_neurodegeneration_vl.O Summary: Ag3392 Expression of the CG5 9203-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General screening panel vl.4 Summary: Ag3392 Highest expression of the CG59203-01 
gene is seen in the testis. Thus, expression of this gene could be used as a marker of testicular 
tissue. Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in treating infertility or hypogonadism. 

Panel 4D Summary: Ag3392 Significant expression of this gene is detected in a liver 
cirrhosis sample (CT = 33.8). Furthermore, expression of this gene is not detected in normal 
liver in Panel 1.3D, suggesting that its expression is unique to liver cirrhosis. Therefore, 
therapeutic modulation of the expression or function of this gene may reduce or inhibit fibrosis 
that occurs in liver cirrhosis. In addition, expression of this gene could also be used for the 
diagnosis of liver cirrhosis. 

AM. CG58662-01: cytoplasmic protein 

Expression of gene CG58662-01 was assessed using the primer-probe set Ag3387, 
described in Table AMA. Results of the RTQ-PCR runs are shown in Tables AMB, AMC and 
AMD. 

Table AMA . Probe Name Ag3387 



Primers 


Sequences 


Length 


Start Position! 


SEQID 
NO: 


Forward 


5 ' -aacctgcactcctccatga-3 1 


19 


504 j 514 


Probe 


TET-5 ' -agaccccagcagggtatcctctgag-3 ' -TAMRA 


25 


532 | 515 


Reverse 


5 ' -ctctgtcagtgcccacatct-3 1 


20 


564 | 516 



Table AMB . CNS neurodegeneration vl.O 



Tissue Name 


Rel. Exp.(%) Ag3387, 
Run 210155038 


Tissue Name 


Rel. Exp.(%) Ag3387, 
Run 210155038 


AD 1 Hippo 


15.7 


Control (Path) 3 
Temporal Ctx 


7.3 
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AD 2 Hippo 


34.6 


Control (Path) 4 

l emporai \^ix 


42.0 


AD 3 rlippo 




j\d i uccipuai LIX 


1 7 O 


AD 4 Hippo 


9.7 


au l uccipuai V^IX 
(Missing) 


. 0.0 


AD 5 Hinno 


95.3 


AD 3 Occioital Ctx 


5.4 


AD 6 Hippo 


33.9 


AD 4 Occipital Ctx 


19.6 


Control 2 Hippo 


A 1 < 
41.3 


AD j uccipuai ctx 


01.1 


Control 4 Hippo 


9.0 


AD 6 Occipital Ctx 


19.5 


Control (Path) 3 
Hippo 


6.7 


Control 1 Occipital 
Ctx 


5.8 


AD 1 Temporal Ctx 


11.2 


Control 2 Occipital 
Ctx 


83.5 


AD 2 Temporal Ctx 


37.6 


Control 3 Occipital 
Ctx 


19.3 


AD 3 Temporal Ctx 


4.0 


Control 4 Occipital 
Ctx 


5.0 


AD 4 Temporal Ctx 


21.5 


Control (Path) 1 
Occipital Ctx 


88.9 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


13.4 


AD 5 Sup Temporal 
Ctx 


37.9 


Control (Path) 3 
Occipital Ctx 


5.8 


AD 6 Inf Temporal 
Ctx 


35.6 


Control (Path) 4 
Occipital Ctx 


24.3 


AD 6 Sup Temporal 
Ctx 


39.2 


Control 1 Parietal 
Ctx 


9.4 


Control 1 Temporal : 
Ctx 


6.7 


Control 2 Parietal 
Ctx 


44.4 


Control 2 Temporal : 
Ctx 


65.5 


Control 3 Parietal 
Ctx 


28.5 


Control 3 Temporal 
Ctx 


19.3 


Control (Path) 1 
Parietal Ctx 


90.8 


Control 3 Temporal 
Ctx 


11.4 


Control (Path) 2 
Parietal Ctx 


25.7 


Control (Path) 1 
Temporal Ctx 


83.5 


Control (Path) 3 
Parietal Ctx 


5.6 


Control (Path) 2 
Temporal Ctx 


56.6 


Control (Path) 4 
Parietal Ctx 


56.6 


Table AMC. General screening panel vl.4 


Tissue Name 


Rel. Exp.(%) Ag3387, 
Run 217043912 


Tissue Name 


Rel. Exp.(%) Ag3387, 
Run 217043912 


Adipose 


! 8.2 E 


lenal ca. TK-10 


66.4 
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Melanoma* 
riSOoo(Aj.l 


30.6 


Bladder 


11.2 


Melanoma* 

Hsooo(£>). 1 


34.6 


Gastric ca. (liver met.) 

Mi^T XTC7 


15.3 


Melanoma* Ml 4 


27.0 


Gastric ca. KATO III 


20.6 


Melanoma* 
LOXIMVI 


17.6 


Colon ca. SW-948 


1.1 


Melanoma* SK- 


25.3 


Colon ca. SW480 


33.0 


Squamous cell 
carcinoma SCC-4 


5.7 


Colon ca* (SW480 

met) i> Wozu 


29.9 


I estis rool 


no 


Colon ca. rixZy 


0 c 
o.o 


Prostate ca.* (bone 
mefl PC-3 


27.7 


Colon ca.HCT-1 16 


15.4 


Prostate Pool 


16.0 


Colon ca. CaCo-2 


13.1 


Placenta < 


11 A 

1 l.U 


Colon cancer tissue 


1D.O 


Uterus Pool 


1.7 


Colon ca. SW1 116 


7.9 


Ovarian ca. 
OVCAR-3 


17.0 


Colon ca. Colo-205 


4.4 


Ovarian ca. SK-OV- j 
3 


11.3 


Colon ca. SW-48 


9.3 


Ovarian ca. j 
OVCAR-4 


7.1 


Colon Pool 


20.4 


Ovarian ca. 
OVCAR-5 


37.4 


Small Intestine Pool 


12.5 


Ovarian ca. IGROV- 

1 
1 


23.7 


Stomach Pool 


12.1 


Ovarian ca. 
OVCAR-8 


16.8 


Bone Marrow Pool 


4.3 


Ovary 


on n 
Z(J.U 


Fetal Heart 


lo. / 


Breast ca. Mtr- / 


>.0 


TT t- "D— — 1 

Heart Fool 


111 


Breast ca. MDA- 
MB-231 


41.5 


Lymph Node Pool 


18.9 


Breast ca BT 549 


55.1 


Fetal Skeletal Muscle 


8.9 


Breast ca. T47D 


63.3 


Skeletal Muscle Pool 


23.2 


rSreast ca. MUA-1N 


2.3.5 


dpleen rool 


lU.o 


Breast Pool 


25.5 


Thymus Pool 


18.0 


Trachea 


13.6 


CNS cancer (glio/astro) 
U87-MG 


62.4 


Lung 


5.3 


CNS cancer (glio/astro) ; 
U-118-MG 


12.5 


Fetal Lung 


32.5 


CNS cancer 
(neuro;met) SK-N-AS 


8.1 


Lungca.NCI-N417 j 


6.2 


CNS cancer (astro) SF- 
539 


17.3 
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Lung ca. LX-1 


33.7 ' 


CNS cancer (astro) 
SNB-75 


27.2 


Lung ca. NCI-H146 


10.0 


CNS cancer (glio) 


25.9 


Lung ca. SHP-77 


39.2 


uiN3 cancer vg» 10 j 
295 


54.0 


Lung ca. A549 


43.8 


Brain (Amygdala) Pool 


47.6 


Lung ca. INLl-Jnozo 


CO 


Brain (cerebellum) 


on 1 


Lung ca. JNLl-rlZJ 


AA Q 
44. o 


Brain (retalj 


jO.O 


Lung ca. NCI-H460 


23.8 


Brain (Hippocampus) 

rOOl 


45.7 


Lung ca. xiUr-oz 


JD.O 


uereorai cortex j^ooj 




Lung ca. NCI-H522 j 


100.0 


Brain (Substantia nigra) 
Pool 


61.6 


Liver 


4.4 


Brain (Thalamus) Pool 


75.8 


Fetal Liver 


17.0 


Brain (whole) 


63.3 


Liver ca HenG2 


33.9 


Spinal Cord Pool 


24.1 


Kidnev Pool 


37.1 


Adrenal Gland 


23.5 


Fetal Kidney 


16.4 


Pituitary gland Pool 


3.9 


Renal ca. 786-0 


14.8 


Salivary Gland 


9.9 


Renal ca. A498 


7.5 | 


Thyroid (female) 


29.1 


Renal ca. ACHN 


26.2 


Pancreatic ca. CAPAN2 


39.8 


Renal ca.UO-31 


81.8 


Pancreas Pool 


49.3 



Table AMD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3387, Run 
165296475 


Tissue Name 


Rel. Exp.(%) 
Ag3387, Run 
165296475 


Secondary Thl act 


24.1 


HUVEC IL-lbeta 1 


12.1 


Secondary Th2 act 


29.9 


HUVEC IFN gamma 


27.0 


Secondary Trl act 


26.2 


HUVEC TNF alpha + IFN 
gamma 


19.1 


Secondary Thl rest 


18.9 


HUVEC TNF alpha + IL4 


16.0 


Secondary Th2 rest 


22.8 


HUVEC IL-11 


16.4 


Secondary Trl rest 


28.1 


Lung Microvascular EC 
none 


36.6 


Primary Thl act 


12.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


27.2 


Primary Th2 act 


20.9 


Microvascular Dermal EC 
none 


43.5 


Primary Trl act 


25.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


23.2 


Primary Thl rest 


46.0 


Bronchial epithelium 


18.0 
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TNFalpha + ILlbeta 




Primary Th2 rest 


36.1 


Small airway epithelium 
none 


3.9 


Primary Trl rest 


37.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


33.2 


CD45RA CD4 
lymphocyte act 


5.7 


Coronery artery SMC rest 


19.6 


CD45RO CD4 
lymphocyte act 


19.9 


Coronery artery SMC 
iJNraipna + IL-Ioeta 


12.7 


CD8 lymphocyte act 


16.2 


Astrocytes rest 


27.9 


Secondary CD8 
lymphocyte rest 


11.3 


Astrocytes TNFalpha + 
IL-lbeta 


21.8 


Secondary CD8 
lymphocyte act 


12.3 


KU-8 12 (Basophil) rest 


7.6 


CD4 lymphocyte none i 


5.7 


KU-8 12 (Basophil) 
PMA/ionomycin 


22.1 


2ryThl/Th2/Trl_anti- 
LsUyj Lri 1 1 


12.2 


CCD1106 (Keratinocytes) 
none 


12.0 


LAK cells rest 


19.2 


LCD 1 1 Uo (Keratinocytes ) 
TNFalpha + IL-lbeta 


19.3 


TAT/' --11-, TT 7 

LAK cells 1L-Z 


7< O 


Liver cirrhosis 


O A 


LAK cells LL-Z+IL- 1 L 


lU.z 


Lupus kidney 


1 7 


LAK cells IL-2+IFN 
gamma 


26.4 


NCI-H292 none 


62.0 


LAK cells 1L-Z+ 1L- 1 o 




MfT XJOQT TT A 

I>IUl-rlzyz IL-4 


71 7 


LAK cells 

PTvf A/ionomvcin 


4.2 


NCI-H292 IL-9 


52.5 


NK Cells IL-2 rest 


21.2 


NCI-H292 IL-13 


24.8 


r T 1 »*»/* 1T7»**r TViTT Ty *J strict 

1 wo Way MLK i day 


JU.o 


XTpT TJOQO TT7XT nommo 

iNLi-rizyz ir in gamma 


n 7 


1 wo Way mlk d day 


7/C 7 

zo.z 


rtr ALL none 


LI J 


Two Way MLR 7 day I 


16.8 


HPAECTNF alpha + IL-1 
beta 


12.6 


rnML. rest 


irt 7 

1U. / 


Lung fibroblast none 


7^ 1 

ZD. J 


PBMC PWM 


21.3 


Lung fibroblast l Nr alpha 
+ IL-lbeta 


12.1 


PBMC PHA-L 


25.5 


Lung fibroblast 1JL-4 


AQ fi 

4o.U 


Ramos (B cell) none 


18.4 


Lung fibroblast IL-9 


34.6 


Ramos (B cell) 
ionomycin 


68.3 


Lung fibroblast IL-13 


51.1 


B lymphocytes PWM 


54.0 


Lung fibroblast IFN 
gamma 


63.3 


B lymphocytes CD40L ; 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


20.4 


EOL-1 dbcAMP 


18.4 


Dermal fibroblast 
CCD1070 TNFalpha 


74.2 
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EOL-l dbcAMP 

rM/vionomycin 


3.1 


Dermal fibroblast 


4.6 


Dendritic cells none 


28.1 


Dermal fibroblast IFN 

gauinia 


10.1 


JJenantic ceils L,r& 


£y. / 


uermai nDroDiasi lis-** 




Dendritic cells anti- 
CD40 


19.6 


IBD Colitis 2 


1.4 


Monocytes rest 


17.2 


IBD Crohn's 


2.4 


Monocytes LPS 


1.6 


Colon 


21.8 


Macrophages rest 


30.8 


Lung 


16.6 


Macrophages LPS 


17.4 


Thymus 


100.0 


HUVEC none 


22.8 


Kidney 


48.0 


HUVEC starved 


28.5 







CNS_neurodegeneration_vl.O Summary: Ag3387 This panel does not show differential 
expression of the CG5 8662-01 gene in Alzheimer's disease. However, this expression profile 
confirms the presence of this gene in the brain. Please see Panel 1 .3D for discussion of utility 
of this gene in the central nervous system. 



General_screening_ panel vl .4 Summary: Ag3387 Expression of the CG58662-01 gene is 
ubiquitous in this panel, with highest expression in a lung cancer cell line (CT=29.5). In 
addition, this gene is expressed at higher levels in kidney cancer cell lines when compared to 
normal kidney expression. Thus, expression of this gene could be used to differentiate these 
samples from other samples and as a marker for these cancers. Furthermore, therapeutic 
modulation of the expression of function of this gene may be effective in the treatment of lung 
and kidney cancer. 

Among metabolic tissues this gene is expressed at moderate to low levels in adipose, 
adrenal gland, pancreas, pituitary, and adult and fetal skeletal muscle, heart and liver. This 
widespread expression among these tissues suggests that this gene plays a role in normal 
metabolic and neuroendocrine function and that disregulated expression of this gene may 
contribute to neuroendocrine diseases or metabolic disorders, such as obesity and diabetes. 

In addition, this gene is expressed at moderate to low levels in all CNS regions 
examinded and may be a small molecule target for the treatment of neurologic diseases, such 
as Alzheimer's disease, Parkinson f s disease, schizophrenia, multiple sclerosis, stroke and 
epilepsy. 
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Panel 4D Summary: Ag3387 The CG58662-01 gene is expressed at high to moderate levels 
in a wide range of cell types of significance in the immune response in health and disease, 
with highest expression in the thymus (CT=31). In addition, expression is seen in members of 
the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear 
cell family, as well as epithelial and fibroblast cell types from lung and skin, and normal 
tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 
suggests that this gene product may be involved in homeostatic processes for these and other 
cell types and tissues. This pattern is in agreement with the expression profile in 
General_screening_panel_vl.5 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic may 
lead to the alteration of functions associated with these cell types lead to improvement of 
the symptoms of patients suffering from autoimmune and inflammatory diseases such as 
asthma, allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid 
arthritis, and osteoarthritis. 

AN. CG59371-01: Novel cytoplasmic protein 

Expression of gene CG59371-01 was assessed using the primer-probe set Ag3558, 
described in Table ANA. Results of the RTQ-PCR runs are shown in Tables ANB, ANC, 
AND and ANE. 

Table ANA . Probe Name Ag355 8 



Primers! 


Sequences 


Length 


Start Position 


SEQ 
ID 
NO: 


Forward 


5 ' - cttgaggctgagaaggagaag - 3 ' 


21 


208 


517 


Probe 


TET-5 ' -tgcttatcaactcacagagaaggaca-3 ' -TAMRA 


26 


231 


518 


Reverse 


5 1 -gttggtctctcagtcgctgta-3 ' 


21 


263 


519 



Table ANB . General_screening_panel_vl.4 



Tissue Name j 


Rel. Exp.(%) Ag3558, 
Run 213391281 


Tissue Name 


Rel. Exp.(%) Ag35S8, 
Run 213391281 


Adipose 


0.4 


Renal ca. TK-10 


14.3 


Melanoma* 1 
Hs688(A).T ! 


1.9 


Bladder 


5.7 


Melanoma* 
Hs688(B).T 


2.2 


Gastric ca. (liver met.) 
NCI-N87 


6.4 
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Melanoma* Ml 4 


41.5 . 


Gastric ca. KATO HI 


82.9 


Melanoma* 
LOXIMVI 


30.1 


Colon ca. SW-948 . 


14.8 


Melanoma* SK- 
MEL- 5 


23.8 


Colon ca. SW480 


81.2 


Squamous cell 
carcinoma 


34.6 


Colon ca.* (SW480 j 
met) _>Wo2U 


24.0 


Testis Pool 


7.6 


Colon ca. HT29 


20.6 


Prostate ca.* (bone 
mert PC -2 


9.7 


Colon ca. HC1M16 


61.6 


Prostate Pool 


0.1 


Colon ca. CaCo-2 


17.7 


Placenta 


0.3 


Colon cancer tissue 


1.1 


Uterus Pool 


0.1 


Colon ca. SW1116 


6.9 


Ovarian ca. 
OVCAR-3 ! 


15.3 


Colon ca. Colo-205 


3.2 


Ovarian ca. SK-OV- 
3 


62.0 


Colon ca. SW-48 


9.3 


Ovarian ca. 
OVCAR-4 


27.5 


Colon Pool 


0.3 


Ovarian ca. 
OVCAR-5 


14.4 


Small Intestine Pool 


0.1 


Ovarian ca. IGROV- \ 

1 : 


5.8 


Stomach Pool 


2.0 


Ovanan ca. 
OVCAR-8 


2.5 


Bone Marrow Pool 


0.3 


Ovary 


0.2 


Fetal Heart 


3.3 


Breast ca. MLr-7 . 


ICC 

15.5 


Heart rool 


U.U 


Breast ca. MDA- 
MB-231 


100.0 


Lymph Node Pool 


0.5 




72 7 




0 7 

vs. / 


Breast ca. T47D 


17.1 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


13.5 


Spleen Pool 


O.o 


Breast Pool 


0.2 


Thymus Pool 


7.2 


Trachea 


0.4 


CNS cancer (glio/astro) 
U87-MG 


17.6 


Lung 


0.0 j 


CNS cancer (glio/astro) 
U-118-MG 


61.6 


Fetal Lung 


2.5 


CNS cancer 
(neuro;met) SK-N-AS 


14.9 


Lungca.NCI-N417 ; 


5.4 


CNS cancer (astro) SF- 
539 | 


21.6 


Lungca. LX-1 


27.2 \ 


CNS cancer (astro) 
SNB-75 


30.4 


Lung ca. NCI-H146 


15.2 


CNS cancer (glio) 
SNB-19 


4.6 
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Lung ca. SHP-77 


42.0 


LNo cancer (gno^ or- 
295 


0.8 


Lung ca. A549 


28.5 


Brain (Amygdala) Pool 


0.1 


Lung ca. JNUi-rijzo 


£ A 


tJrain (cereDeiiumj 


U.U 


T nM^r **** XT^T UOl 

Lung ca. JNL/l-rl2j 




orain (letai ) 


i i 
1. 1 


Lungca.NCI-H460 j 


0.7 


Brain (Hippocampus) 

rOOl 


0.2 


Lung ca. rlUr-oz j 


A H 


cerebral cortex rooi 


U. 1 


Lungca.NCI-H522 | 


23.8 


Brain (Substantia nigra) 
Pool 


0.1 


Liver 


0.0 


Brain fThalamus^ Pool 


0.0 


Fetal Liver 


0.8 


Brain f wholes 


0.0 


Liver ca. HenG2 

<A_/ A v %r A %r ♦ A. X A*/ 


7.7 


Soinal Cord Pool 


0.1 


Kidnev Pool ^ 


0.1 


Adrenal Gland 


0.2 


Fetal Kidnev 


4.1 


Pituitarv eland Pool 

.A. 1 IMA T IkIVUIM X %^\^A 


0.0 


Renal ca. 786-0 j 


52.5 


Salivary Gland 


0.0 


Renal ca. A498 j 


6.5 


Thyroid (female) 


0.2 


Renal ca. ACHN 


14.0 


Pancreatic ca. CAPAN2 


43.2 


Renal ca. UO-31 


20.2 


Pancreas Pool 


0.9 



Table ANC . General_screening_panel_vl.5 



Tissue Name 


Rel. Exp.(%) Ag35S8, 
Run 248592792 


Tissue Name 


Rel. Exp.(%) Ag3558, 
Run 248592792 


Adipose 


0.4 


Renal ca. TK-10 


16.6 


Melanoma* ! 
Hs688(A).T 


2.0 


Bladder 


3.3 


Melanoma* 
Hs688(B).T j 


3.1 


Gastric ca. (liver met.) 
NCI-N87 


6.7 


Melanoma* Ml 4 


34.9 


Gastric ca. KATO III 


93.3 


Melanoma* 
LOXIMVI 


26.4 


Colon ca.SW-948 


13.0 


Melanoma* SK- \ 
MEL-5 


29.5 


Colon ca. SW480 


76.3 


Squamous cell 
carcinoma SCC-4 


33.0 


Colon ca* (SW480 
met) SW620 


25.5 


Testis Pool 


7.2 


Colon ca. HT29 


18.8 


Prostate ca.* (bone 
met) PC-3 


10.3 


Colon ca. HCT-116 


55.5 


Prostate Pool 


0.1 


Colon ca. CaCo-2 


23.5 


Placenta 


0.1 


Colon cancer tissue 


5.0 


Uterus Pool 


0.2 


Colon ca.SWl 116 


4.6 


Ovarian ca. 


29.5 


Colon ca. Colo-205 


5.6 
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OVCAR-3 | j 




Ovarian ca. SK-OV- ] 

3 i 


40 6 


Colon ca SW-48 


6.8 


Ovarian ca. j 
OVCAR-4 


29 S 


Colon Pool 


0.2 


Ovarian ca. 
OVCAR-5 


11 7 


Small Intestine Pool 


0.2 


Ovarian ca. IGROV- 
1 


4.6 


Stomach Pool 


0.2 


Ovarian ca. 
OVCAR-8 


5.2 


Bone Marrow Pool 


0.2 


Ovary 


0.2 


Fetal Heart 


LA) 


Breast ca. MCF-7 


18.0 


Heart Pool 




Breast ca. MDA- j 
JVLd-zj 1 


85.3 


Lymph Node Pool 


0.5 


Breast ca. BT 549 | 


100.0 


Fetal Skeletal Muscle 1 


0.8 


Breast ca. T47D 


23.3 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N j 


20.2 


Spleen Pool 


1 0 


Breast Pool 


0.3 | 


Thymus Pool 


3.7 


TrarnPQ 


04 


CNS cancer (glio/astro) 
U87-MG 


15.4 


Lung 


on 


CNS cancer (glio/astro) i 
U-118-MG 


64.6 


racial l^ung 




CNS cancer 
(neuro;met) SK-N-AS 


24.7 






CNS cancer (astro) SF- 
539 


21.6 


T linn /* q T if _ 1 
lAlng Ca. J^A.- 1 




CNS cancer (astro) 
SNB-75 


30.4 


Lung ca. NCI-H146 


13.6 


CNS cancer (glio) 
SNB-19 


4.8 


Lung ca. SHP-77 


34.9 


CNS cancer (gho) SF- 
295 


3.3 


Lung ca. A549 


35.4 


Brain (Amygdala) Pool 


0.0 


Lung ca. NCI-H526 


3.4 


Brain (cerebellum) 




Lung ca. NCI-H23 


15.9 


Brain (fetal) 


0 7 


Lungca.NCI-H460 


0.4 


Brain (Hippocampus) 
Pool 


0.0 


Lung ca. HOP-62 


| 4.5 


Cerebral Cortex Pool 


V/.U 


Lung ca. NCI-H522 


25.5 


Brain (Substantia nigra) 
Pool 


0.0 


Liver 


j 0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


1 1-3 


Brain (whole) 


0.0 


Liver ca. HepG2 


| 6.6 


Spinal Cord Pool 


0.0 
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ICiHrtPv Pool 


0 1 


Adrenal f-Tland 


0.1 


Fetal Kidnev 


4 6 


Pituitarv pland Pool 


0.0 


Renal ca. 786-0 


44.1 


Salivary Gland 


0.0 


Renal ca. A498 ; 


4.2 


Thyroid (female) 


0.1 


Renal ca. ACHN 


15.2 


Pancreatic ca. CAPAN2 


48.3 


Renal ca. UO-31 


20.4 


Pancreas Pool 


0.5 



Table AND. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3SS8, Run 
173762113 


Rel. Exp.(%) 
Ag3558, Run 
174924057 


Tissue Name 


Rel. Exp.(%) 
Ag3558, Run 
173762113 


Rel. Exp.(%) 
Ag3558, Run 
174924057 


iNuiiiidi 


1? s 


J.O 


Kidney Margin ' 
(OD04348) 


J.J 


i i 
i.i 


Colon cancer 
(OD06064) 


100.0 


100.0 


Kidney 

malignant 

cancer 

(OD06204B) 


5.6 


8.9 


Colon Margin 
(OD06064) 


27.5 


17.7 


Kidney normal 
adjacent tissue 
(OD06204E) 


0.6 


0.3 


Colon cancer 
(OD06159) 


3.1 


4.8 


Kidney Cancer 
(OD04450-01) 


6.3 


2.8 


Colon Margin 
(OD06159) 


5.6 


7.3 


Kidney Margin 
(OD04450-03) 


0.6 


0.0 


Colon cancer 
(OD06297-04) 


11.5 


16.6 


Kidney Cancer 
8120613 


0.0 


0.0 


Colon Margin 
(OD06297-05) 


1 1 s 

1 Z . J 


/.O 


Kidney Margin 
8120614 






CC Gr.2 ascend 
colon 

(OD03921) 


6.9 


5.7 


AJaney cancer 
9010320 


0.2 


1.9 


CC Margin 
(OD03921) 


6.8 


6.4 


Kidney Margin j 
9010321 ! 


2.1 


2.3 


Colon cancer 

metastasis 

(OD06104) 


6.8 


4.9 


Kidney Cancer | 
8120607 


0.8 


1.7 


Lung Margin 
(OD06104) 


17.9 


12.6 


Kidney Margin 
8120608 i 


0.3 


0.0 


Colon mets to 

lung(OD04451- 

01) 


15.1 


23.3 


Normal Uterus ! 


1.6 


0.5 


Lung Margin 
(OD04451-02) 


2.5 


1.6 


Uterine Cancer 
064011 


3.5 


3.6 


Normal Prostate 


2.1 


0.0 


Normal Thyroid 


0.3 


0,0 



711 



WO 02/072757 PCT/US02/06908 



Prostate Cancer 
(OD04410) 


0.0 


-0;2 


Thyroid Cancer 
064010 


1.1 


0.7 


Prostate Margin 
(OD04410) 


0.4 


0.3 


Thyroid Cancer 
A302152 


1.2 


1.0 


Normal Ovary 


2.7 


0.4 


Thyroid Margin 
A302153 


0.3 


0.3 


Ovarian cancer 
(OD06283-03) 


30.1 


32.8 


Normal Breast ; 


2.7 


1.9 


Ovarian Margin 
(OD06283-07) 


1.4 


1.3 


Breast Cancer 
(OD04566) 


7.4 


8.5 


Ovarian Cancer 
064008 


7.0 


1.9 


Breast Cancer 
1024 


4.3 


6.5 


Ovarian cancer 
(OD06145) 


1.2 


1.9 


Breast Cancer 
(OD04590-01) 


11.8 


13.9 


Ovarian Margin 
(OD06145) 


0.9 


0.6 


Breast Cancer 
Mets 

(OD04590-03) I 


8.0 


6.8 


Ovarian cancer 
(OD06455-03) 


28.1 


30.4 


Breast Cancer j 
Metastasis 
(OD04655-05) ■: 


7.9 


11.0 


Ovarian Margin 
(OD06455-07) 


0.7 


0.6 


Breast Cancer 
064006 


5.7 


5.8 


Normal Lung 


1.4 


1.3 


Breast Cancer 
9100266 


0.7 


0.3 


Invasive poor 
diff. lung adeno 
(ODO4945-01 


25.0 


20.3 


Breast Margin 
9100265 


1.8 


11 


Lung Margin 
(ODO4945-03) 


1.0 


1.7 


Breast Cancer 
A209073 


2.5 


1.2 


Lung Malignant 

Cancer 

(OD03126) 


6.3 


6.4 


Breast Margin 
A2090734 


3.0 


1.2 


Lung Margin 
(OD03126) 


1.3 


1.0 


Breast cancer 
(OD06083) 


15.7 


24.7 


Lung Cancer 
(OD05014A) 


13.5 


10.3 


Breast cancer 
node metastasis ■ 
(OD06083) 


16.5 


15.0 


Lung Margin 
(OD05014B) 


3.1 


4.8 


Normal Liver 


0.0 


0.0 


Lung cancer 
(OD06081) 


38.4 


28.7 


Liver Cancer 
1026 


1.2 


0.0 


Lung Margin 


1.2 


1.1 


Liver Cancer 


4.1 


1.3 


Lung Cancer 
(OD04237-01) 


7.4 


3.8 


Liver Cancer 
6004-T 


0.9 


0.9 


Lung Margin 


0.8 


1.9 


Liver Tissue J 


2.2 


1.4 
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(OD04237-02) 






6004-N 






Ocular 

Melanoma 

Metastasis 


0.2 


0.6 


Liver Cancer 
6005-T 


0.8 


1.0 


Ocular 
Melanoma 
Margin (Liver) 


0.0 


0.0 


Liver Tissue 
6005-N 


1.3 


0.3 


Melanoma 
Metastasis 


13.2 


12.5 


Liver Cancer 
064003 


1.6 


2.0 


Melanoma 
Margin (Lung) 


1.6 


1.1 


Normal Bladder i 


4.4 


4.4 


Normal Kidney 


0.3 


0.0 


Bladder Cancer 
1023 ; 


4.6 ; 


1.9 


Kidney Ca, 
Nuclear grade 2 
(OD04338) 


0.0 


1.0 


Bladder Cancer 
A302173 


23.0 


15.4 


Kidney Margin 
(OD04338) 


0.8 


0.3 


Normal 
Stomach 


6.5 


9.5 


Kidney Ca 
Nuclear grade 
1/2 (OD04339) 


0.6 


2.6 


Gastric Cancer i 
9060397 


2.9 


3.2 


Kidney Margin 
(OD04339) 


0.8 


0.6 


Stomach 
Margin 

9060396 


4.9 


1.0 


Kidney Ca, 
Clear cell type 
(OD04340) 


0.6 


1.2 


Gastric Cancer 
9060395 


6.3 


4.6 


Kidney Margin 
(OD04340) 


0.7 


1.4 


Stomach 

Margin 

9060394 


3.5 


3.0 


Kidney Ca, 
Nuclear grade 3 
(OD04348) 


36.9 


31.0 


Gastric Cancer 
064005 


22.1 


20.0 



Table ANE. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3558, Run 
166488678 


Tissue Name 


Rel. Exp.(%) 
Ag3558, Run 
166488678 


Secondary Thl act 


17.9 


HUVEC IL-lbeta 


10.3 


Secondary Th2 act 


12.4 


HUVEC IFN gamma 


12.2 


Secondary Trl act 


12.3 


HUVEdTNF alpha + IFN 
gamma 


12.8 


Secondary Thl rest 


1.7 


HUVEC TNF alpha + IL4 


14.9 


Secondary Th2 rest 


2.6 


HUVEC IL-11 


8.6 


Secondary Trl rest 


2.5 


Lung Microvascular EC 


5.2 
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none 




Primary Thl act 


9.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


4.8 


Primary Th2 act 


11.6 


Microvascular Dermal EC 
none 


19.5 


Primary Trl act 


11.4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


8.5 


Primary Thl rest 


32.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


1.0 


Primary Th2 rest 


10.4 


Small airway epithelium 
none 


0.5 


Primary Trl rest 


13.4 


Small airway epithelium 
TNFalpha + IL-lbeta 


5.8 


CD45RA CD4 
lymphocyte act 


10.7 


Coronery artery SMC rest 


2.3 


CD45RO CD4 
lymphocyte act 


17.2 


Coronery artery SMC 
iJNraipna + lL-ioeta 


1.3 


CD8 lymphocyte act 


12.2 


Astrocytes rest 


1.4 


Secondary CD8 
lymphocyte rest 


11.7 


Astrocytes TNFalpha + 
IL-lbeta 


0.7 


Secondary CD8 
lymphocyte act 


10.4 


KU-8 12 (Basophil) rest 


3.1 


CD4 lymphocyte none 


0.1 


KU-8 12 (Basophil) 
PMA/ionomycin 


6.6 


2ryThl/Th2/Trl_anti- j 
CDiO Ciil 1 


6.0 


CCD1106 (Keratinocytes) 
none 


11.3 


LAK cells rest 


1.8 


i^L/U 1 1 uo (Jveratinocyies ) 
TNFalpha + IL-lbeta 


2.6 


LAK cells LL-2 


1 £L 1 

lo.i 


Liver cirrhosis 


U.J 


T AT/" TT 1_i_TT 1 ^ 

LAK cells 1L-2+1L-12 j 


y.l 


Lupus kidney 


U.U 


LAK cells IL-2+IFN 
gamma 


19.9 


NCI-H292 none 


12.2 


LAK cells 1L-2+ IL-lo 


10.4 




1 

Zy. 1 


TAT/' 

LAK cells 
PMA/ionomvcin 


0.7 


NCI-H292 IL-9 


24.3 


NK Cells IL-2 rest 


9.9 


NCI-H292IL-13 


16.4 


1 wo Way MLK 3 day 3 


1 C 


JNLl-riZyz lrIM gamma 


lu.U 


1 wo Way MLK j day 


H A 

7.4 


t_TD A T7/^ mama 

rir /vbL/ none 


Q o 
o.y 


Two Way MLR 7 day 


6.1 


HPAECTNF alpha + IL-1 
beta 


5.5 


PBMC rest 


A 1 

0.1 


Lung fibroblast none 


z.z 


PBMC PWM 


44.4 


living XlDIUUlaol 11NT aipila 

+ IL-1 beta 


2.3 


PBMC PHA-L 


23.3 


Lung fibroblast IL-4 


0.8 


Ramos (B cell) none 


13.4 


Lung fibroblast IL-9 


2.3 
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Ramos (B cell) 
ionomycin 


47.0 


Lung fibroblast IL-13 


0.5 


B lymphocytes PWM 


79.0 


Lung fibroblast IFN 
gamma 


0.5 


B lymphocytes CD40L \ 
and IL-4 


16.2 


Dermal fibroblast 
CCD 1070 rest 


48.6 


EOL-1 dbcAMP 


6.3 


Dermal fibroblast 
CCD1070TNF alpha 


100.0 


EOL-1 dbcAMP 
PMA/ionomycin 


4.5 


Dermal fibroblast 
CCD107U 1L-1 beta 


25.5 


Dendritic cells none 


1.1 


Dermal fibroblast IFN 
gamma 


14.0 


T\rt*» JJii — ..11. T DC 

Dendritic cells Lrb 


U. 1 


Dermal iibro blast ll-4 


i4.y 


Dendntic cells anti- 
CD^ 


0.1 


D3D Colitis 2 


0.5 


Monocytes rest 


0.0 


IBD Crohn's 

JUfc^A^ V/l Villi K* 


0.2 


Monocvtes LPS 


0.0 


Colon 


1.7 


Macrophages rest 


3.0 


Lung 


1.2 


Macrophages LPS j 


0.4 


Thymus 


0.0 


HUVEC none 


18.7 


Kidney 


11.4 


HUVEC starved 


0.0 







CNSneurodegenerationvLO Summary: Ag3558 Expression of the CG59371 -01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3558 Highest expression of the CG59371-01 
gene is seen in a breast cancer cell line (CT=23.4). Overall, expression of this gene is 
significantly higher in cancer cell lines and fetal derived tissues than in samples derived from 
normal adult tissues. There are significant levels of expression in clusters of cell lines derived 
from pancreatic, brain, colon, gastric, renal, lung, ovarian, breast and melanoma cancers. Thus, 
expression of this gene in could be used to differentiate between the cancer derived samples 
and fetal tissues from other samples on this panel and as a marker to detect the presence of 
cancer. Furthermore, the much higher levels of expression in proliferative tissue suggest that 
this gene may be involved in cell proliferation. Therefore, therapeutic modulation of the 
expression or function of this gene may be effective in the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
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expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 



This molecule is a novel protein phosphatase expressed at moderate to low levels in all 
regions of the CNS examined. Therefore, therapeutic modulation of the expression or function 
of this gene may be useful in the treatment of neurologic disorders, such as Alzheimer's 
disease, Parkinson's disease, schizophrenia, multiple sclerosis, stroke and epilepsy. 

General screening panel vl.5 Summary: Ag3558 Results from this experiment are in 
excellent agreement with results from Panel 1.4. Please see that panel for discussion of utility 
of this gene in cancer, metabolic disorders and the central nervous system. 

Panel 2.2 Summary: Ag3558 Two experiments with the same probe and primer produce 
results that are in excellent agreement, with highest expression of the CG59371-01 gene in 
colon cancer (CTs=30). Furthermore, expression is higher in kidney, lung, ovary and colon 
cancers when compared to normal adjacent tissue. In addition, significant expression is also 
seen in gastric, breast, and bladder cancer. Thus, , expression of this gene in could be used to 
differentiate between the cancer derived samples and other samples on this panel and as a 
marker to detect the presence of cancer. Furthermore, therapeutic modulation of the expression 
or function of this gene may be effective in the treatment of these cancers. 

Panel 4D Summary: Ag3558 The CG59371-01 gene is widely expressed among the samples 
on this panel, with highest expression in dermal fibroblasts treated with TNF-alpha. 
Significant levels of expression are also seen in treated and untreated samples from skin, lung, 
T-cells and B-cells. Therefore, modulation of the expression or activity of the protein encoded 
by this transcript through the application of antibodies or peptides therapeutics may be 
beneficial for the treatment of lung inflammatory diseases such as asthma, and chronic 
obstructive pulmonary diseases, inflammatory skin diseases such as psoriasis, atopic 
dermatitis, ulcerative dermatitis, and ulcerative colitis, autoimmune diseases such as Crohn's 
disease, lupus erythematosus, rheumatoid arthritis and osteoarthritis and in other diseases in 
which T cells and B cells are activated. 



AO. CG59346-01: Cortactin-binding protein 1 
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Expression of gene CG59346-01 was assessed using the primer-probe set Ag3550, 
described in Table AOA. Resuits of the RTQ-PCR runs are shown in Tables AOB, AOC and 
AOD. 



Table AOA . Probe Name Ag3550 



Primers 


Sequences 


Lengthjstart Position 


SEQID 
NO: 


Forward 


5 ' -gccaacagagatgaacaaagag-3 ' 


22 j 3459 


520 


Probe 


TET-5 ' -accgcctctccttctcccgctct-3 ' -TAMRA 


23 j 3508 


521 


Reverse 


5 1 -ttggaaggctaaagacatctga-3 ' 


22 j 3532 


522 



Table AOB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3550, 
Run 210641081 


Tissue Name 


Rel. Exp.(%) Ag3550, 
Run 210641081 


AD 1 Hippo 


12.8 


Control (Path) 3 
Temporal Ctx 


5.1 


AD 2 Hippo 


38.7 


Control (Path) 4 
Temporal Ctx 


40.3 


AD 3 Hippo 


10.4 


AD 1 Occipital Ctx 


18.8 


AD 4 Hippo 


15.8 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


79.6 


AD 3 Occipital Ctx 


7.2 


AD 6 Hippo 


49.3 


AD 4 Occipital Ctx 


25.9 


Control 2 Hippo 


37.4 


AD 5 Occipital Ctx 


37.6 


Control 4 Hippo 


10.3 


AD 6 Occipital Ctx 


19.6 


Control (Path) 3 
Hippo 


9.6 


Control 1 Occipital 
Ctx 


2.1 


AD 1 Temporal Ctx 


15.7 


Control 2 Occipital 
Ctx 


56.6 


AD 2 Temporal Ctx 


37.1 


Control 3 Occipital 
Ctx 


26.8 


AD 3 Temporal Ctx 


8.6 


Control 4 Occipital 
Ctx 


5.0 


AD 4 Temporal Ctx 


30.6 


Control (Path) 1 
Occipital Ctx 


93.3 


AD 5 Inf Temporal 
Ctx 


66.9 


Control (Path) 2 
Occipital Ctx 


14.6 


AD 5 Sup Temporal 
Ctx 


38.7 


Control (Path) 3 
Occipital Ctx 


2.6 


AD 6 Inf Temporal 
Ctx 


45.4 


Control (Path) 4 
Occipital Ctx 


23.8 
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AD 6 Sup Temporal 
Ctx 


53.2 


Control 1 Parietal 
Ctx 


8.7 


Control 1 Temporal 
Ctx 


7.3 


Control 2 Parietal 
Ctx 


48.0 


Control 2 Temporal 

Ctx j 


36.6 


Control 3 Parietal 
Ctx 


17.2 


Control 3 Temporal 
Ctx 


29.7 


Control (Path) 1 
Parietal Ctx 


84.1 


Control 3 Temporal 
Ctx 


14.6 


Control (Path) 2 
Parietal Ctx 


28.5 


Control (Path) 1 
Temporal Ctx 


100.0 


Control (Path) 3 
Parietal Ctx 


4.6 


Control (Path) 2 
Temporal Ctx 


65.5 


Control (Path) 4 
Parietal Ctx 


56.6 



Table AQC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3550, 

Run ?17ndft<ni 


Tissue Name 


Rel. Exp.(%) Ag3550, 

Run "7170480^1 


Adipose 


0.5 


Renal ca. TK-10 


27.7 


Melanoma* 
Hs688(A).T 


1.4 


Bladder 


13.7 


Melanoma* 
Hs688(B).T 


1.6 


Gastric ca. (liver met.) 
NCI-N87 


25.0 


Melanoma* M14 


0.0 


Oastnc ca. KAT O III 


24.5 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


1.4 


Melanoma* SK- 
MEL-5 


0.8 ! 


Colon ca. SW480 


8.8 


Squamous cell 
carcinoma SCC-4 


2.1 


Colon ca.* (SW480 
met) SW620 


7.4 


Testis Pool 


2.0 


Colon ca. HT29 


2.0 


Prostate ca.* (bone 
met) PC-3 


15.2 


Colon ca.HCT-1 16 


7.1 


Prostate Pool 


6.7 


Colon ca. CaCo-2 


92.0 


Placenta 


18.9 


Colon cancer tissue 


6.0 


Uterus Pool 


0.0 


Colon ca. SW1 116 


1.8 


Ovarian ca. 
OVCAR-3 


7.6 


Colon ca. Colo-205 


3.0 


Ovarian ca. SK-OV- ! 

3 i 


14.9 


Colon ca. SW-48 


3.1 


Ovarian ca. 
OVCAR-4 


3.4 


Colon Pool 


2.2 


Ovarian ca. 
OVCAR-5 


24.5 


Small Intestine Pool 


5.0 
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Ovarian ca. IGROV- 
1 


| 2.1 


Stomach Pool 


6.9 


Ovarian ca. 
OVCAR-8 


9 A 


ouiic ivioiiuw ruui 




Ovary 


1 1-4 


Fetal Heart 


0.1 


Breast ca. MCF-7 


34.6 


Heart Pool 


0.1 


Breast ca. MDA- 
MB-231 




T vmiVh NnHp T^nAl 




Breast ca. BT 549 


0.2 


Fetal Skeletal Muscle 


0.2 


Breast ca. T47D 


57.4 


Skeletal Muscle Pool 


0.0 


Breast ca. MDA-N 


0.0 


Spleen Pool 


1.8 


Breast Pool 


4.6 


Thymus Pool 


7.2 


Trachea 


14.1 


CNS cancer (glio/astro) 
U87-MG 


0.1 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.1 


Fetal Lung 


19.5 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


1.5 | 


CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-1 


24.7 | 


CNS cancer (astro) 
SNB-75 


0.0 


Lung ca. NCI-H146 j 


7.4 j 


CNS cancer (glio) 
SNB-19 


2.1 


T una pa 

idling ta. oixi / / 


0.2 j 


CNS cancer (glio) SF- 
295 




Lung ca. A549 


26.1 jBrain (Amygdala) Pool 


22.1 


Lung ca. NCI-H526 


13.9 1 


Brain (cerebellum) 


63.3 


Lung ca. NCI-H23 


6.6 jBrain (fetal) 


100.0 


I una ca NCT-H460 


11.1 j 


Brain (Hippocampus) 
Pool 


?R 1 


Lung ca. HOP-62 


0.2 jCerebral Cortex Pool 


34.2 




0.5 j 


Brain (Substantia nigra) 
Pool 




Liver 


3.6 | 


Brain (Thalamus) Pool 


37.9 


Fetal Liver 


19.1 jBrain (whole) 


57.8 


Liver ca. HepG2 


26.4 j 


Spinal Cord Pool 


2.8 


Kidney Pool 


0.3 j 


Adrenal Gland 


2.6 


Fetal Kidney 


11.7 j 


Pituitary gland Pool 


3.6 


Renal ca. 786-0 


23.3 _ j 


Salivary Gland 


25.5 


Renal ca. A498 


11.0 jThyroid (female) 


6.9 


Renal ca. ACHN 


27.7 


Pancreatic ca. CAPAN2 


15.3 


Renal ca. UO-31 


12.7 


Pancreas Pool 


12.9 
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Tissue Name 


Rel. Exp.(%) 
Ag3S50, Run 
166453850 


Tissue Name 


Rel. Exp.(%) 
Ag3550, Run 
166453850 


Secondary Thl act 


0.2 


ttt T A / T? TT 1 U. n + n 

HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.1 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


. 0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


9.5 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


8.1 


Primarv Trl rest 


0.0 


Small airway epithelium 
TNFalpha+ IL-lbeta 


27.2 


CD45RA CD4 
lymphocyte act 


1.4 


Coronerv arterv SMC 1 rest 


0.7 


CD45RO CD4 
lymphocyte act 


00 


Coronery artery SMC 
TNFalpha + IL-lbeta 


1 0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


5.2 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


5.9 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.1 


2ry Thl/Th2/Trl anti- 
CD95CHH 


0.0 


CCD 11 06 (Keratinocytes) 
none 


10.5 


LAK cells rest 


0.0 


CCD 11 06 (Keratinocytes) 
1 IN r alpna + IL- 1 beta 


23.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


22.8 


LAK cells IL-2+IL- 12 


0.1 


Lupus kidney 


22.5 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


66.0 


LAK cells IL-2+ IL-18 


0.0 


NCI-H292 IL-4 


81.8 
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lak ceils 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


69.7 


NK Cells EL-2rest 


0.0 


NCI-H292 IL-13 . 


58.6 


'"P., Win-, A AT "D 'i Ann 

1 wo way mlk 3 aay 


A A 


iNUi-rizyz ir in gamma 


ol.l 


lwo way mlk 3 flay 


n a 


LTD A T3f** rts\T*a 

tir ahu none 


A A 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


0.0 


PBMC rest 


0.0 


Lung fibroblast none 


CH A 

51 A 


PBMC PWM 


0.0 


Lung libroolast 1 JNr alpha 
+ IL-1 beta 


45.7 


TjT> A /f T1TT A T 


A A 

u.u 


Lung iiDroolast LL-4 


36.0 


Ramos (B cell) none . 


0.0 


Lung fibroblast IL-9 


33.9 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL- 1 3 


17.2 


B lymphocytes PWM 


2.4 


Lung fibroblast IFN 
gamma 


34.9 


B lymphocytes CD40L 
and IL-4 


11.3 


Dermal fibroblast 
CCD1070 rest 


28.5 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


11.3 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
LCDiu/u 1L-1 beta 


4.8 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


0.3 


Dendritic celJs Lrb 


A A 
0.0 


Dermal fibroblast IL-4 


A A 
0.0 


Dendritic cells anti- 
CD40 


0.3 


IBD Colitis 2 


6.9 


MYvnnrvtp*; rp^t 


36 3 


IRD Crohn 1 *? 

Ill \~/ V/l villi D 


* 2 0 


Monocytes LPS 


0.0 


Colon 


36.6 


Macrophages rest 


0.0 


Lung 


14.3 


Macrophages LPS 


0.0 


Thymus 


100.0 


HUVEC none 


0.0 


Kidney 


0.1 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3550 This panel does not show differential 
expression of the CG59346-01 gene in Alzheimer's disease. However, this expression profile 
confirms the presence of this gene in the brain. Please see Panel 1.4 for discussion of utility of 
this gene in the central nervous system. 



Generalscreening panel vl.4 Summary: Ag3550 Highest expression of the CG59346-01 
gene is seen in the brain. Expression of this gene is seen at high levels in the cerebellum, 
cerebral cortex, and thalamus and at moderate levels in the amygdala, hippocampus, and 
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thalamus. This CG59346-01 gene encodes a homo logue of Pro line-rich synapse-associated 
protein- 1/cortactin binding protein 1 (ProSAPl/CortBPl). ProSAPl is PDZ-domain protein 
highly enriched in the postsynaptic density (PSD) and involved in in the assembly of the PSD 
during neuronal differentiation that may function with contactin, in the recruitment and 
activation of neural intracellular signaling pathways. Therefore, this gene may play a role in 
central nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
multiple sclerosis, schizophrenia and depression. 

In addition, moderate levels of expression are seen in colon, gastric, renal, pancreatic, 
lung, ovarian, breast and prostate cancer cell lines. Thus, expression of this gene could be used 
to detect the presence of cancer. Furthermore, therapeutic modulation of the expression or 
function of this gene may be effective in the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal and liver. This 
widespread expression among these tissues suggests that this gene product may play a role in 
normal neuroendocrine and metabolic and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

In addition, this gene is expressed at higher levels in fetal lung and kidney (CTs=29) 
when compared to expression in adult lung and kidney (CTs=35-40). Thus, expression of this 
gene could be used to differentiate between the two sources of lung and kidney tissue. 

References: 

1. Peles E, Nativ M, Lustig M, Grumet M, Schilling J, Martinez R, Plowman GD, 
Schlessinger J. Identification of a novel contactin-associated transmembrane receptor with 
multiple domains implicated in protein-protein interactions. EMBO J 1997 Mar 3;16(5):978- 
88. 

2. Boeckers TM, Kreutz MR, Winter C, Zuschratter W, Smalla KH, Sanmarti-Vila L, 
Wex H, Langnaese K, Bockmann J, Garner CC, Gundelfinger ED. (1999) Proline-rich 
synapse-associated protein- 1/cortactin binding protein 1 (ProSAPl/CortBPl) is a PDZ-domain 
protein highly enriched in the postsynaptic density. J Neurosci 1999 Aug 1 ;19(15):6506-18. 
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Panel 4D Summary: Ag3550 Highest expression of the CG59346-01 gene is seen in thymus 
(CT=27). In addition, significant levels of expression are seen in IL-4, IL-9, EL- 13 and IFN 
gamma activated-NCI-H292 mucoepidermoid cells as well as untreated NCI-H292 cells. 
Moderate/low expression is also detected in IL-4, IL-9, IL-13 and IFN gamma activated lung 
fibroblasts, small airway epithelium (treated and untreated), and treated bronchial epithelium. 
The expression of this gene in cells derived from or within the lung suggests that this gene 
may be involved in normal conditions as well as pathological and inflammatory lung disorders 
that include chronic obstructive pulmonary disease, asthma, allergy and emphysema. 

In addition, significant levels of expression are seen in treated and untreated dermal 
fibroblasts and keratinocytes, suggesting that modulation of the expression or function of this 
gene may also reduce symtptoms in inflammatory skin diseases such as psoriasis, atopic 
dermatitis, and ulcerative dermatitis. 

AP. CG57814-01 and CG57814-02: Basic 1 19 protein 

Expression of gene CG57814-01 and varian CG57814-02 was assessed using the 
primer-probe set Ag79 1 , described in Table AP A. 

Table APA . Probe Name Ag791 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -aaatgtgatgaccaaggttctg-3 ' 


22 ; 


1290 


523 


Probe 


TET-5 ' -agcacacattatccagcgaaagcatg-3 1 - 
TAMRA 


26 


1319 


524 


Reverse \ 


5 ' -tgtcaaagaaacccttgttgtc-3 1 


22 


1368 


525 



Panel 1.2 Summary: Ag791 Expression of the CG57814-01 gene is low/undetectable in all 
samples on this panel (CTs>35). (Data not shown.) 

AQ. CG59327-01: MONOCARBOXYLATE TRANSPORTER 1 like protein 

Expression of gene CG59327-01 was assessed using the primer-probe set Ag3548, 
described in Table AQA. Results of the RTQ-PCR runs are shown in Tables AQB and AQC. 

Table AOA . Probe Name Ag3548 



Primers 


Sequences 


T 1 Start 
Len 8 th | Position 


SEQID 
NO: 
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Forward 


5 • -atttgcatacagcagctttgtc-3 ' 


— ; p 

22 j 


517 


526 


Probe 


TET-5 1 -ttcatctcccagaaatcgtcaatttg-3 ' - 
TAMRA 


26 j 


549 


527 


Reverse 


5 1 -accttcgtttgctccaataagt-3 ' 


22 | 


579 


528 



Table AOB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3548, 
Run 21 7048438 


Tissue Name 


Rel. Exp.(%) Ag3548, 

T) i *7f\A OA 1 0 

Run 217U4o4Jo 


Adipose 


0.0 


Renal ca. TK-10 


3.6 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 

XT/^T XTC7 

NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
T OYTMVT 


0.0 


Colon ca SW-948 


0.0 


Melanoma* SK- 
MFT -S 


0.0 


Colon ca. SW480 


1.3 


Squamous cell 

Udl L/lllUlllu. OvV *t 


0.0 


Colon ca.* (SW480 


0.0 


Testis Pool 


0.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


1.2 i 


Colon ca. SW1 116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca Colo-205 


0.0 


Ovarian ca. SK-OV- 

3 \ 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. | 
OVCAR-4 


0.0 


Colon Pool 


2.2 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.0 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


1.9 


Fetal Skeletal Muscle 


0.0 
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Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MD A-JN 


U.U 


opicen rooi 


U.U 


Breast Pool 


0.0 


Thymus Pool. 


0.0 


Trachea j 


0.0 


CNS cancer (gho/astro) 
U87-MG 


0.0 


Lung 


2.4 ! 


CNS cancer (gho/astro) 
U-118-MG 


6.5 


Fetal Lung 


0.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


6.4 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 

C\TT> 1 Q 


0.0 


Lung ca. SHP-77 


0.0 


uiNa cancer ^guo^ sr- 
295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 


Lung ca. NLl-rlDzo 


U.U 


orain (cereDenuinj 


ft ft 


Lung ca. JNL/l-rlzi 


U.U 


orain ^ieuu} 


n ft 

U.U 


Lung ca. NCI-H460 I 


0.0 I 


Brain (Hippocampus) 

r OOl 


0.0 


Lung ca. HOr-oz 


U.U 


i^ereorai L,onex rooi 


o n 

U.U 


Lung ca. NCI-H522 


3.1 


rsrain (puDStanua mgraj 
Pool 


0.0 


T ivpt 

\~)Y V vl 


0.0 


Brain (Thalamus) Pool 


0.0 


X Wtdl J_>i V VI 


0.0 


Brain (whole) 


0.0 


T ivf*r pa T-Tpnfr9 


0.0 


Sninal Cord Pool 


0.0 


ivJLiJi v y i uui 


0.0 


Adrenal Gland 


0.0 


Fetal Kidnev 


3.4 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


100.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.0 



Table AOC . Panel 4D 



j Rel. Exp.(%) 
Tissue Name j Ag3548, Run 
j 166453848 


Tissue Name 


Rel. Exp.(%) 
Ag3548, Run 
166453848 


Secondary Thl act ) 0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act j 0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act J 0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 
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■Secondary ini resx 


u.u 


riUViiL- iJNr aipna t 


A A 
U.U 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.5 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act j 


0.0 


Microvascular Dermal EC 
none 


100.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.2 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


1.2 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45ROCD4 
lymphocyte act 


0.0 


Coronery artery SMC 
1 iNr alpha + 1L- 1 beta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.3 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.3 


2ryThl/Th2/Trl_anti- ; 

/TT\ftf r»TT1 1 

CD95CH11 


0.0 


CCD 11 06 (Keratinocytes) | 
none 


0.0 


LAK cells rest 


0.0 


LLD1 106 (iveratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK Cells lL-2 


A A 

u.u 


Liver cirrhosis 


0.3 


T A If TT O i TT 11 

LAK Cells 1L-Z+IL- 1 1 


A A 


Lupus kidney 


A H 
U. / 


LAK cells IL-2+IFN \ 
gamma 


0.0 


NCI-H292 none 


1.8 


TAT/' TT Oj_ TT 10 

LAK cells 1L-Z+ 1L- 1 o 


A A 


XT^T T-TOOO TT A 


1 n 
1. / 


T A "Tf .-11. 

LAK cells 

PM A7ionom vein 


0.0 


NCI-H292 IL-9 


0.2 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


A A 


NC1-H292 IrN gamma 


A A 
U.U 


Two Way MLR 5 day ; 


A A 
0.0 


Hr AEC none 


A ^ 

0.5 


Two Way MLR 7 day \ 


0.0 


TTP APP TMR nlnhfl -4- TT 1 

beta 


0.0 


PBMC rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 


0.0 
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j+ EL- 1 beta j 


T*lT*X Kf* TIT T A T 

PBMC PHA-L 


0.0 


|Lung fibroblast IL-4 j 


0.0 


Ramos (B cell) none 


0.0 


11 — ^ — * TT — r 

jLung fibroblast IL-9 j 


0.0 


Ramos (B cell) 
ionomycin 


n o 


n iino fiWrnhlaQt TT -1 ^ i 


0 0 


B lymphocytes PWM 


0 0 


jLung fibroblast IFN 1 
(gamma j 


0 0 


B lymphocytes CD40L 
and IL-4 


o n 

V/.v 


jDermal fibroblast J 
jCCD 1070 rest | 


ft 0 


EOL-1 dbcAMP 




jDermal fibroblast j 
|CCD1070TNF alpha | 


ft 0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


jDermal fibroblast 1 
]CCD1070IL-1 beta | 


0.0 


Dendritic cells none 


0.0 


JDermal fibroblast IFN I 
jgamma j 


0.0 


Dendntic cells LPS 


0.0 


JDermal fibroblast IL-4 j 


0.0 


Dendritic cells anti- 
PD40 


0.0 


jlBD Colitis 2 | 


2.0 




u.u 


|ldl/ v^ronn s i 


j.j 


K4nnnf*vt<*Q T 


00 

v.v 


Colon I 


1.0 


Macrophages rest 


0.0 


l Lun g J 


2.3 


Macrophages LPS 


0.0 


jThymus | 


0.7 


HUVEC none 


0.0 


jKidney j 


0.0 


HUVEC starved 


0.4 


1 1 





CNS_neurodegeneration_vl.O Summary: Ag3548 Expression of the CG59327-01 gene is 
low/undetectable in all the samples on the panel (CTs>35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3548 Significant expression of the CG59327- 
01 gene is restricted to a sample derived from a kidney cancer cell line (CT=33.34). Thus, 
expression of this gene could be used to differentiate between this sample and other samples 
on this panel and as a marker to detect the presence of kidney cancer. Furthermore, therapeutic 
modulation of the expression or function of this gene may be effective in the treatment of 
kidney cancer. 

Panel 4D Summary: Ag3548 Significant expression of the CG59327-01 gene is restricted to 
a samples derived from untreated microvascular dermal endothelial cells (CT=30.3). Thus, 
expression of this gene could be used as a marker of these cells. 

AR. CG59494-01: Myelin P2 
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Expression of gene CG59494-01, which represents a full length physical clone, was 
assessed using the primer-probe set Ag3206, described in Table ARA. Results of the RTQ- 
PCR runs are shown in Tables ARB and ARC. 



Table ARA . Probe Name Ag3206 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -agtgttgatgggaaaatgatga-3 ' 


22 


160 


455 


Probe 


TET-5 ' -ccataagaacagaaagttctttccaggaca- 
3 ' -TAMRA 


30 


182 


758 


Reverse 


5 ' -ccccagcttgaaggagatc-3 ' 


19 


216 


759 



Table ARB. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag3206, 
Run 165527079 


Tissue Name 


Rel. Exp.(%) Ag3206, 
Run 165527079 


Liver adenocarcinoma 


0.0 


Kidney (fetal) 


10.5 


Pancreas 


0.0 


Renal ca. 786-0 


0.0 


T^cinr*^P»Qti r* r*Q PAP AW 
ral 11/100.111/ 1><L. V^-TY-i /VI N 

2 


17.8 


Renal ca. A498 


15.6 


/vurcnai gidnu 


u.u 


IN-Cilal Ca. 1\AT J7J 


u.u 


Thyroid 


0.0 


Renal ca. ACHN 


14.8 


Salivary gland 


A A 

u.u 


Kenal ca. UU-31 


A A 
U.O 


Pituitary gland 


0.0 


Renal ca. TK- 10 


0.0 


Brain (fetal) 


0.0 


Liver 


0.0 


Brain (whole) 


9.9 


Liver (fetal) 


0.0 


Brain (amygdala) 


0.0 


Liver ca. 

(hepatoblast) HepG2 


0.0 


Brain (cerebellum) 


0.0 


Lung 


0.0 


Brain (hippocampus) 


0.0 


Lung (fetal) 


0.0 


Brain (substantia nigra) 


0.0 


Lung ca. (small cell) 
LX-1 


4.5 


Brain (thalamus) 


0.0 


Lung ca. (small cell) 
NCI-H69 


0.0 


Cerebral Cortex 


0.0 


Lung ca. (s.cell var.) 
SHP-77 


18.0 


Spinal cord 


33.4 


Lung ca. (large 
cell)NCI-H460 


41.2 


glio/astro U87-MG 


0.0 


Lung ca. (non-sm. 
cell) A549 


0.0 


glio/astroU-118-MG 


0.0 


Lung ca. (non-s.cell) 
NCI-H23 


0.0 
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astrocytoma SWl 783 


0.0 


Lung ca. (non-s.cell) 
HOP-62 


0.6 


neuro*; met SK-N-AS 


0.0 


Lung ca. (non-s.cl) 
NCI-H522 


0.0 


astrocytoma SF-539 j 


0.0 


Lung ca. (squam.) 

SW 900 


0.0 


astrocytoma SNB-75 


11.7 


Lung ca. (squam.) 
NCI-H596 


0.0 


glioma SNB- 19 


0.0 


Mammary gland 


14.4 


glioma U251 


0.0 


Breast ca.* (pl.ef) 
MCF-7 


0:0 


glioma SF-295 


0.0 


Breast ca.* (pl.ef) 

A>rr\A * jm oil 

MDA-MB-231 


0.0 


Heart (fetal) 


0.0 


Breast ca. (pl.el) 
T47D 


0.0 


Heart 


15.5 


Breast ca. BT-549 


0.0 


—.4.-1 t { 4. — . 1 \ 

Skeletal muscle (ietal) 


A A 

0.0 


Breast ca. MDA-N 


0.0 


Skeletal muscle 


0.0 


Ovary 


0.0 


Bone marrow 


0.0 


Ovarian ca. OVCAR-i 
3 


14.0 


Thymus 


0.0 


Ovarian ca. OVCAR-I 
4 


0.0 


Spleen 


0.0 


Ovarian ca. OVCAR- 
5 


0.0 


Lymph node 


0.0 


Ovarian ca. OVCAR- 
8 


0.0 


Colorectal 


0.0 


Ovarian ca. IGROV- 

1 


11.6 


Stomach 


0.0 


Ovarian ca.* (ascites) 
SK-OV-3 


0.0 


Small intestine 


A A 

0.0 


Uterus j 


0.0 


Colon ca. SW480 


0.0 


Placenta 


0.0 


Colon ca.* 
SW620(SW480 met) 


0.0 


Prostate 


0.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met)PC-3 


100.0 


Colon ca.HCT-1 16 


0.0 


Testis 


27.5 


Colon ca. CaCo-2 


42.0 


Melanoma 
Hs688(A).T 


0.0 


Colon ca. 
tissue(OD03866) 


0.0 


Melanoma* (met) 

TT /"Of) /T"» \ T» 

Hs688(B).T 


0.0 


v^oion ca. rn^c-zyyo 


u.u 


Melanoma uall-oz : 


u.u 


Gastric ca.* (liver met) i 
NCI-N87 


0.0 


Melanoma M 14 


0.0 


Bladder 


0.0 


Melanoma LOX 


0.0 
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TMVT 

U.VX V A 




Trachea 


0.0 


Melanoma* (met) 
SK-MEL-5 


0.0 


Kidney 


0.0 


Adipose 


0.0 



Table ARC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3206, Run 
164531735 


Tissue Name 


Rel. Exp.(%) 
Ag3206, Run 
164531735 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


11.9 


HUVEC IFN gamma 


0.0 


oeconoary in act 


u.u 


HUVEC TNF alpha + IFN 
gamma 


Iz.o 


Secondary Thl rest 


11.9 


HUVEC TNF alpha + IL4 


15.9 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


75.8 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


100.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


72.2 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 ! 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ryThl/Th2/Trl anti- 
CD95 CH11 


. 0.0 


CCD1106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD 1106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 
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T AV aaIIp TT 0 

LAK. cells 1L-Z 


a a 
U.U 


Liver cirrnosis 


zy. / 


LAlV CellS LL-ZtiLs- 1 z 


a a 
u.u 


Lupus Kiciney 


n a 

U.U 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


97.3 


TAT/" TT O-L TT 1 © 

LAK cells 1L-Z+ IL-lo 


U.U 


XT/^T TJOOO TT ,4 


A A 
U.U 


LAK cells 

PM A /i on otti vc i n 


0.0 


NCI-H292 IL-9 


43.8 


NK Cells IL-2 rest 


7.8 


NCI-H292 IL-13 


24.0 


1 wo Way MLR 3 day 


A A 

u.u 


JNLl-llzyz lrN gamma 


1 1 *7 

lz./ 


Iwo Way MLK j day 


A A 
U.U 


TTTi A T2f~* ma-ma 

rir ALU none 


14.3 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


33.2 


rDMt rest 


A A 


Lung fibroblast none 


n a 
U.U 


PBMCPWM 


0.0 


Lung iioroDlast 1 JNr alpha 
+ IL-1 beta 


0.0 


roMl I'JtiA-L 


A A 
U.U 


Lung fibroblast IL-4 


U.U 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


16.2 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


15.9 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L j 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 
CLDlu/uiL-i beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells Lro \ 


A A 

U.U 


Dermal fibroblast IL-4 


i c a 
13. U 


Dendritic cells anti- 
CD40 


0.0 


IBD Colitis 2 


27.4 


Monocytes rest 


0.0 


IBD Crohn's 


0.0 


Monocvtes LPS 


0.0 


Colon 


6.7 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


27.7 


Kidney 


0.0 


HUVEC starved 


20.0 







Panel L3D Summary: Ag3206 Expression of the CG5 9494-01 gene is restricted to a sample 
derived from a prostate cancer cell line (CT=34.9). Thus, expression of this gene could be 
used to differentiate between this sample and other samples on this panel and as a marker to 
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detect the presence of prostate cancer. Furthermore, therapeutic modulation of the expression 
or function of this gene may be effective in the treatment of prostate cancer. 

Panel 4D Summary: Ag3206 Expression of the CG59494-01 gene is primarily restricted to a 
cluster of samples derived from microvasculature of the lung and the dermis suggesting a role 
for this gene in the maintenance of the integrity of the microvasculature. Therefore, 
therapeutics designed for this putative protein could be beneficial for the treatment of diseases 
associated with damaged microvasculature including heart diseases or inflammatory diseases, 
such as psoriasis, asthma, and chronic obstructive pulmonary diseases. 

AS. CG59432-01 and CG59432-02: Chloride Channel 

Expression of gene CG59432-01 and CG59432-02 was assessed using the primer- 
probe set Ag5938, described in Table ASA. Results of the RTQ-PCR runs are shown in Tables 
ASB and ASC. Please note that CG59432-02 represents a full-length physical clone of 
CG59432-01 gene, validating the prediction of the gene sequence. 

Table ASA . Probe Name Ag5938 



Primers Sequences Length jStart Position 

Forwardjs • -ttgtgtcagtctataccattaa-3 1 22 j 626 ] 529 

Probe ]TET-5 » -accagcttggcctctgtccagt-3 ' -TAMRA 22 j 658 j 530 
Reverse js 1 -tcctggagttcagagtatatct-3 ' 22 \ 710 | 531 

Table ASB . General_screening_panel_vl.5 



Tissue Name 


Rel. Exp.(%) Ag5938,S 
Run 248102142 


Tissue Name 


Rel. Exp.(%) Ag5938, 
Run 248102142 


Adipose 


6.3 


Renal ca. TK-10 


2.7 


Melanoma* 
Hs688(A).T 


0.0 j 


Bladder 


17.6 


Melanoma* 
Hs688(B).T 


0.0 j 


Gastric ca. (liver met.) 
NCI-N87 


100.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


8.2 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


7.5 


Squamous cell 
carcinoma SCC-4 


21.5 


Colon ca* (SW480 
met) SW620 


0.6 



732 



I SEQ ID 
NO: 



WO 02/072757 



PCT/US02/06908 



i esiis .rOOl 


Zl.U 


Prtlnn no T-TT9Q 

v_/Oion ca. txvLy 


7 1 


prostate ca. ^Done 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


11.0 


Prostate Pool 


6.9 


Colon ca. CaCo-2 


25.2 


riacenta 


u.u 


i^oion cancer tissue 


A 1 


Uterus Pool 


1.5 


Colon ca. SW1116 


2.7 - 


Ovarian ca. 
OVCAR-3 


20.2 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


5.7 


Ovarian ca. 
OVCAR-5 


24.7 


Small Intestine Pool 


7.6 


Ovarian ca. IGROV- 


0.0 


Stomach Pool 


3.2 


\jvanan ca. 
OVCAR-8 


2.8 


Bone Marrow Pool 


6.6 


Ovary 


u.u 


reiai nearx 


I .U 


orcoSi ca. iviA^r - / 


A 9 


riean r 001 


A 1 
H.J 


oreasi ca. \yiut\- 
MB-231 


0.0 


Lymph Node Pool 


3.8 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


59.9 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


93.3 


nreast ca. jvlua-in 


u.u 


opieen rooi 


D.Z 


Breast Pool 


10.4 


Thymus Pool 


3.6 


Trachea 


15.1 


CNS cancer (glio/astro) ! 
U87-MG 


0.0 


Lung 


0.6 


CNS cancer (glio/astro) 
U-118-MG 


3.1 


Fetal Lung 


31.6 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- j 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-H146 j 


3.2 


CNS cancer (glio) 


3.6 


Lungca. SHP-77 


0.0 


LsNo cancer (gno) ar- 
295 


0.0 


Lung ca. A549 i 


0.0 


Brain (Amygdala) Pool 


47.3 


Lungca.NCI-H526 j 


32.8 


Brain (cerebellum) 


15.3 


Lungca.NCI-H23 


0.0 


Brain (fetal) 


1.8 


Lung ca. NCI-H460 


0.0 


Brain (Hippocampus) 


15.8 
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rOOl J 




Lung ca. rlUr-oz 


0.0 


Cerebral cortex r*ooi | 


z /.U 


Lungca.NCI-H522 ! 


0.0 


Brain (Substantia nigra)! 
Pool 


25.2 .. 


T iver 


0 0 


Brain fThalamus^ Pool 1 


29.1 


Fetal T.iver 


7 0 \ 


Brain Twhole^ 1 


9.5 


TJver ca HenG2 1 


o.o 


Sninal Cord Pool 1 


11.0 


TCidnev Pool 


6.8 


Adrenal Gland 1 


8.4 


Fetal JCidnev 


17.1 


Pituitarv eland Pool 1 


6.3 


Renal ca. 786-0 


0.0 


Salivary Gland j 


4.8 


Renal ca. A498 


0.0 


Thyroid (female) j 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2] 


1.4 


Renal ca. UO-31 


0.0 


Pancreas Pool j 


4.5 



Table ASC. Panel 5 Islet 



Tissue Name 


Rel. Exp.(%) 
Ag5938, Run 
248045753 


Tissue Name 


Rel. Exp.(%) 
Ag5938, Run 
248045753 


97457_Patient- 
02go_adipose 


0.0 


94709_Donor 2 AM - A_adipose 


0.0 


97476_Patient- 
07sk_skeletal muscle 


0.0 


947 1 0_Donor 2 AM - B_adipose 


0.0 


97477_Patient- 
07ut_uterus 


0.0 


9471 l_Donor 2 AM - C_adipose 


0.0 


97478_Patient- 
07pl_placenta 


1.1 


947 1 2_Donor 2 AD - A_adipose ; 


0.0 


99 167_Bayer Patient 1 


0.0 


947 1 3_Donor 2 AD - B_adipose j 


0.0 


97482_Patient- 
08ut_uterus 


0.0 


947 1 4_Donor 2 AD - C_adipose ! 


0.0 


97483_Patient- 
08pl_placenta 


0.0 


94742_Donor 3 U - 
A_Mesenchymal Stem Cells 


0.0 


97486_Patient- 
09sk_skeletal muscle 


0.0 


94743 JDonor 3 U - j 
BMesenchymal Stem Cells 


0.0 


97487_Patient- 
09ut_uterus 


0.0 


94730_Donor 3 AM - A_adipose 


0.7 


97488_Patient- 
09pl_placenta 


0.5 


9473 l_Donor 3 AM - B_adipose 


0.0 


97492_Patient- 
lOututerus 


0.0 


94732_Donor 3 AM - C_adipose ; 


0.0 


97493_Patient- 
10pl_placenta 


0.4 


94733_Donor 3 AD - A_adipose 


0.0 


97495_Patient- 
llgo_adipose 


1.0 


94734_Donor 3 AD - B_adipose 


0.0 
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97496_Patient- 

1 lsk_skeletal muscle 


2.4 


94735_Donor 3 AD - C_adipose ; 


* 0.0 


97497_Patient- 
llut_uteras 


0.0 


77 1 38_Liver_HepG2untreated 


0.0 


97498_Patient- 
1 lpl_placenta 


0.0 


73556_Heart_Cardiac stromal 
cells (primary) 


0.0 


97500_Patient- 
12go_adipose 


0.7 


8 1735_Small Intestine 


100.0 


97501_Patient- 
12sk_skeletal muscle 


6.8 


72409JCidney_Proximal 
Convoluted Tubule 


0.0 


97502_Patient- 
12ut uterus 


0.0 


82685_Small intestine_Duodenum \ 


4.6 


97503_Patient- 
12pl_placenta 


0.0 


90650_Adrenal_Adrenocortical 
adenoma 


0.0 


94721_Donor2U- 
A Mesenchymal Stem 
Cells 


0.0 


72410_Kidney_HRCE 


0.0 


94722_Donor2U- 
BMesenchymal Stem 
Cells 


0.0 


72411_Kidney_HRE 


0.0 


94723_Donor 2 U - 
C Mesenchymal Stem 
Cells 


6.5 


73 139_Uterus_Uterine smooth 
muscle cells 


0.0 



General screening_panel vl.5 Summary: Ag5938 Highest expression of the CG59432-01 
gene is seen in a gastric cancer cell line (CT=32.5). Thus, expression of this gene could be 
used to differentiate between this sample and other samples on this panel. In addition, low 
expression of this gene is seen in colon cancer CaCo-2, lung cancer NCI-H526, ovarian cancer 
OVCAR-5, and squamous cell carcinoma SCC-4 cell lines. Therefore, therapeutic modulation 
of the activity of this gene or its protein product, through the use of small molecule drugs, 
protein therapeutics or antibodies, might be beneficial in the treatment of these cancers. 

Significant expression is also detected in fetal skeletal muscle and adult skeletal 
muscle (CT=32.5). At least 50 disease-causing mutations in the skeletal muscle voltage-gated 
chloride channel gene (CLCN1), almost all of which originate from Caucasian families, have 
been identified. Therefore, therapeutic modulation of this gene product, a chloride channel 
homolog, may be a treatment for myotonia congenita and other muscle channelopathies. 

In addition, this gene is expressed at low levels in most regions of the central nervous 
system examined, including amygdala, substantia nigra, thalamus, and cerebral cortex. 
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Therefore, this gene may play a role in central nervous system disorders such as Alzheimer's 
disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 



References: 

1. Sasaki R, Ito N, Shimamura M, Murakami T, Kuzuhara S, Uchino M, Uyama E. A 
novel CLCN1 mutation: P480T in a Japanese family with Thomsen's myotonia congenita. 
Muscle Nerve. 2001 Mar;24(3):357-63. 

Panel 5 Islet Summary: Ag5938 Expression of the CG59432-01 is restricted to a sample 
from small intestine (CT=31.6). Thus, expression of this gene could be used to differentiate 
between this sample and other samples on this panel and as a marker for this tissue. 

AT. CG59383-01 : D6MM5E 

Expression of gene CG593 83-01 was assessed using the primer-probe set Ag3427, 
described in Table ATA. Results of the RTQ-PCR runs are shown in Tables ATB, ATC and 
ATD. 



Table ATA . Probe Name Ag3427 



Primers! Sequences 


jLengthj 


Start 
Position 


| SEQ ID 
| NO: 


Forwardjs ' -cagtggaacagaccaagaaca-3 ' 


L A' 1 


784 


j 532 


- Jtet-5 1 -tctttcttcacagtgtttcagcaaca-3 ' - 
rr0De Jtamra 


1 26 1 


817 


j 533 


Reverse js ' -ggattatctctgggtctggaa-3 ' 


1 21 J. 


844 


| 534 



Table ATB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3427, j 
Run 210351187 


Tissue Name 


Rel. Exp.(%) Ag3427, 
Run 210351187 


AD 1 Hippo 


11.4 


Control (Path) 3 
Temporal Ctx 


2.0 


AD 2 Hippo 


50.3 


Control (Path) 4 
Temporal Ctx 


23.3 


AD 3 Hippo 


10.2 


AD 1 Occipital Ctx 


9.8 


AD 4 Hippo 


17.6 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


59.5 


AD 3 Occipital Ctx 


0.0 


AD 6 Hippo 


42.9 


AD 4 Occipital Ctx 


17.0 
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Control 2 Hippo 


21.2 


AD 5 Occipital Ctx 


25.3 


Control 4 Hippo 


6.1 


AD 6 Occipital Ctx 


29.9 


Control (Path) 3 
Hippo 


15.1 


Control 1 Occipital 
Ctx 


3.0 


AD 1 Temporal Ctx 


22.7 


Control 2 Occipital 
Ctx 


32.3 


AD 2 Temporal Ctx 


45.1 


Control 3 Occipital 
Ctx 


26.2 


AD 3 Temporal Ctx 


6.0 


Control 4 Occipital 
Ctx 


8.4 


AD 4 Temporal Ctx j 


39.0 


Control (Path) 1 
Occipital Ctx 


84.1 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


11.7 


AD 5 Sup Temporal 
Ctx 


53.6 


Control (Path) 3 
Occipital Ctx 


0.9 


AD 6 Inf Temporal 
Ctx 


57.0 


Control (Path) 4 
Occipital Ctx 


10.3 


AD 6 Sup Temporal: 
Ctx 


58.2 


Control 1 Parietal 
Ctx 


6.4 


Control 1 Temporal : 
Ctx 


18.8 


Control 2 Parietal 
Ctx 


48.6 


Control 2 Temporal j 
Ctx 


51.1 


Control 3 Parietal , j 
Ctx 


38.7 


Control 3 Temporal \ 
Ctx 


16.5 


Control (Path) 1 
Parietal Ctx 


54.7 


Control 3 Temporal ; 
Ctx 


5.5 


Control (Path) 2 
Parietal Ctx 


8.4 


Control (Path) 1 
Temporal Ctx 


82.9 


Control (Path) 3 
Parietal Ctx 


1.4 


Control (Path) 2 
Temporal Ctx 


33.0 \ 


Control (Path) 4 
Parietal Ctx 


16.2 



Table ATC . General_screening_j>anel_vl.4 



Tissue Name 


|ReL Exp.(%) Ag3427,^ 
j Run 216821480 


Tissue Name 


Rel. Exp.(%) Ag3427, 
Run 216821480 


Adipose 


| 0.5 


Renal ca. TK-10 


8.4 


Melanoma* 
Hs688(A).T 


I °*° 


Bladder 


1.7 


Melanoma* 
Hs688(B).T 


0.1 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 


1 0.2 


Gastric ca. KATO III 


0.3 


Melanoma* 
LOXIMVI 


j 0.0 


Colon ca. SW-948 


0.0 
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Melanoma* SK- 


0.2 


Colon ca. SW480 


0.4 


Squamous cell 
carcinoma oL<l,-4 


14.5 


Colon ca* (SW480 

met) bwozu 


0.1 


1 estis rOOi 


in 7 
1U. / 


L-Oion ca. xi 1 zy 


u.u 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca. HCT-116 


100.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.1 


Placenta 


U.z 


Colon cancer tissue 


1 .u 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


2.9 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- i 

3 ! 


50.7 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


2.1 


Colon Pool 


0.4 


Ovarian ca. 
OVCAR-5 


1.1 


Small Intestine Pool 


0.3 


Ovarian ca. IGROV- 

1 ! 


9.7 


Stomach Pool 


0.9 


Ovarian ca. 
OVCAR-8 


13.7 


Bone Marrow Pool 


0.4 


Ovary 


U.z 


retai rieart 


U.u 


±>reast ca. JYKJr-/ 1 


U.l 


rieart r 001 


U.U 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


0.4 


Breast ca RT 549 


0 0 


Fetal Skeletal Muscle 


0.2 


Breast ca. T47D 


2.1 


Skeletal Muscle Pool 


0.0 


Breast ca. JVUJA-JN ; 


u.u 


bpieen rooi 1 


U.z 


Breast Pool 


1.7 


Thymus Pool 


1.4 


Trachea 


1.7 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.4 


Fetal Lung 


0.4 


CNS cancer 
(neuro;met) SK-N-AS 


0.1 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.3 


CNS cancer (astro) 
SNB-75 


0.8 


Lung ca.NCI-H146 


0.0 


CNS cancer (glio) 


13.9 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) SF- 
295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


1.7 
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LUng ca. JNL/l-rlDzo 


A A 

0.0 


Brain (cerebellum) 


A A 

0.9 


T una XT/^T 

jLung ca. iNUi-xizJ 


0.2 


Brain (ietal) 


A 1 

0.1 


Lung ca. NCI-H460 


0.0 


Brain (Hippocampus) 
Pool 


2.2 


Lung ca. xiUr-oz 


0.5 ; 


Cerebral Cortex Pool 


1.7 


Lung ca. NCI-H522 


0.1 


Brain (Substantia nigra) 

Pool 


L0 


Liver 


0 0 

\J ,\J 


TVrain ^Thalamiic^ PaaI 
di alii ^ i iiaidiiiuaj ruui 




Petal Liver 


0 1 


Xjidlll ^wiiuic^ 


1 7 


Liver ca FTenfi2 


0 0 


^ninal Pnrri Pnnl 




TCidnev Pool 


0 2 


.mUWllCll VJ1CUXUI 


0 4 


Fetal Kidnev 


0 8 


Pitiiitflrv crlanH Pnnl 
r nui lai y giaiivi ruui 


1 ^ 


Renal ca. 786-0 


0.1 


Salivary Gland 


0.6 


Renal ca. A498 j 


0.1 


Thyroid (female) 


1.9 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.1 


Renal ca.UO-31 


0.5 


Pancreas Pool 


2.3 



Table ATP . Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3427, Run 
166396769 


Tissue Name 


Rel. Exp.(%) 
Ag3427, Run 
166396769 


Secondary Thl act 


1.4 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.8 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


1.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


2.9 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


4.9 


Microsvasular Dermal EC \ 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


2.5 


Bronchial epithelium 
TNFalpha + ILlbeta 


7.9 


Primary Th2 rest 


2.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 
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CD45RO CD4 
lymphocyte act 


0.9 




Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


1 00 




Astrocytes rest 


5.0 


Secondary CD8 
lymphocyte rest 


1.0 




Astrocytes TNFalpha + 
IL-lbeta 


2.4 


Secondary CD8 
lymphocyte act 


0.8 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 




KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- 
CD95 CHI 1 


2.0 




CCD 1 106 (Keratinocytes) 
none 


28.5 


LAK cells rest 


0.0 


1 


CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


100.0 


T A V AA 11 n TT O 

LAK cells 1L-2 


0.0 


jLiver cirrhosis 


23.8 


T AV « n |1 n TT ^ t TT n 

LAK cells 1L-Z+1L-12 


1 ft 


jLupus kidney 


3.4 


LAK cells IL-2+IFN 


3.7 




NCI-H292 none 


1.8 


gamma 




TAT/" /^rtllr. TT TT 1 Q ' 

LAK cells 1L-Z+ IL-lo 




i 


NCI-H292 IL-4 


3.8 


TAT/" 

LAK cells 
PMA/ionomvcin 

■M. i'li mi i\JM.l\SiAlJ will 


0.0 




NCI-H292 IL-9 


2.0 


NK Cells IL-2 rest 


0.0 


|NCI-H292 IL-13 


4.0 


1 wo way mlk 3 day 




1 


NCI-H292 IFN gamma 


1.1 


1 wo Way MLK !> day 


0.0 


jUPAEC none 


A A 

0.0 


Two Way MLR 7 day 


0.9 




HPAECTNF alpha +IL-1 
beta 


0.0 


rrJMC rest 


0.0 


(Lung fibroblast none 


A A 

0.0 


PBMC PWM 


0.7 




Lung fibroblast TNF alpha 
+ IL-1 beta 


0.8 


DDXjIP r>TT A T 


0.0 




Lung fibroblast IL-4 


A A 

0.0 


Ramos (B cell) none 


0.0 




Lung fibroblast IL-9 


0.7 


Ramos (B cell) 
ionomycin 


n n 




Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


3.4 




Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L i 
and IL-4 


4.0 


[Dermal fibroblast 
|CCD1070rest 


0.9 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
JCCD1070TNF alpha 


5.6 


EOL-1 dbcAMP 
PMA/ionomycin 


1.1 


jDermal fibroblast 
jCCD1070IL-l beta 


0.0 


Dendritic cells none 


0.0 


jDermal fibroblast IFN 
jgamma 


0.0 


Dendritic cells LPS 


0.0 


jDermal fibroblast IL-4 


1.6 


Dendritic cells anti- 
CD40 


0.0 


JiBD Colitis 2 


5.9 
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Monbcvtes rest 


0.0 


IBD Crohn's 


2.4 


Monocytes LPS 


0.0 


Colon 


4.1 


Macrophages rest 


0.0 


Lung 


1.7 


Macrophages LPS 


0.0 


Thymus 


12.4 


HUVEC none 


0.0 | 


Kidney 


10.2 


HUVEC starved 


0.0 







CNS _neurodegeneration_vl.O Summary: Ag3427 This panel confirms the expression of 
CG59383-01 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General screening panel v 1.4 Summary: Ag3427 Highest expression of the CG59383-01 
gene is seen in a colon cancer cell line (CT=27.2). Significant expression is also seen in a 
cluster of samples derived from ovarian cancer cell lines. Thus, expression of this gene could 
be used to differentiate between these samples and other samples on this panel and as a marker 
for the presence of these cancers. Furthermore, therapeutic modulation of the expression or 
function of this gene may be effective in the treatment of ovarian or colon cancers. 

This molecule is also expressed at low levels in all regions of the CNS examined. 
Therefore, therapeutic modulation of the expression or function of this gene may be useful in 
the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

Among tissues with metabolic function, this gene is expressed at low levels in adipose 
and pancreas. This expression suggests that this gene product may play a role in normal 
neuroendocrine and metabolic and that disregulated expression of this gene may contribute to 
neuroendocrine disorders or metabolic diseases, such as obesity and diabetes 

Panel 4D Summary: Ag3427 Highest expression of the CG59383-01 gene is seen in 
keratinocytes treated with the inflammatory cytokines TNF-alpha and IL-1 beta (CT=30.3). 
Therefore, modulation of the expression or activity of the protein encoded by this transcript 
through the application of small molecule therapeutics may be useful in the treatment of 
asthma, COPD, emphysema, psoriasis and wound healing. 
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AU. CG58526-01: Scramblase 

Expression of gene CG58526-01 was assessed using the primer-probe set Ag3366, 
described in Table AUA. Results of the-RTQ-PCR runs are shown in Table AUB. 

Table AUA . Probe Name Ag3366 



Primers 


Sequences 


Length 


Start | SEQID 
Position | NO: 


Forward 


5 • -tgtcttcacaaatgctgacaat-3 ' 


22 | 


729 | 535 


Probe 


TET-5 • -ttcggaattcatgttcctgcagatct-3 • - 
TAMRA 


26 


751 | 536 


Reverse 


5 1 -gatcattgctgctttgactgtt-3 ' 


22 I 


783 j 537 



Table AUB . General_screening_paneljvl.4 



Tissue Name 


Rel.Exp.(%) Ag3366,i 
Run 217042585 


Tissue Name 


Rei. Exp.(%) Ag3366, 
Run 217042585 


Adipose 


0.0 


Renal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 ! 


Bladder 


0.0 


Melanoma* 
Hs688(B).T j 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


100.0 


Testis Pool 


69.3 I 


Colon ca. HT29 


0.0 


Prostate ca * (bone 
met) PC-3 


0.0 


Colon ca. HCT-116 


25.2 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


43.2 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- \ 

3 I 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 
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Ovarian ca. IGROV- 

1 
1 


0.0 


Stomach Pool 


49.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


U.U 


reiai neon 


fi fi 

U.U 


breast ca. MLr - / 


fi fi ! 


riean x^ooi 


fi fi 

U.U 


Breast ca, JVLDA- 
MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


t>reast ca. mjja-jn 


fi fi 
U.U 


Vnl f P/\/\l 

opieen r^ooi 


0 


Breast Pool 


0.0 


Thymus Pool 


0.0 


Trachea 


0.0 


CNS cancer (glio/astro) 
U87-MG 


3.5 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca.NCI-N4l7 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-l 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-Hl46 


0.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.0 


v^iNa cancer vguoj or- 
295 


0.0 


Lungca. A549 


0.0 


Brain (Amygdala) Pool 


12.5 


Lung ca. NLl-rljzo j 


fi fi 
U.U 


cram ^cereoenumj 


fi fi 

U.U 


T una /»o XTPT T-TOI 

j^ung ca. iNi^i-rizj 


fi fi 
U.U 


Drain f fi*ta\\ 


lO.O 


Lungca.NCI-H460 j 


0.0 


Brain (Hippocampus) 

rOOl 


15.0 


T t\t\ TTAT> /T') 

Lung ca. HUr-Oz 


U.U 


\^ereorai L/Onex rooi 


z.o 


Lung ca. NCI-H522 


0.0 


Drain ^oUDSianiia nigraj 
Pool 


7.5 


Liver 


0.0 


Brain (Thalamus) Pool 


15.7 


Fetal Liver 


0.0 


Brain (whole) 


15.2 


Liver ca HenG2 


0.0 


Spinal Cord Pool 


7.5 


Kidnev Pool 


0.0 


Adrenal Gland 


0.0 


Fetal Kidnev 


0.0 


Pituitary gland Pool 


22.8 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


0.0 
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CNS_neurodegeneration_vl.O Summary: Ag3366 Expression of the CG58526-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

GeneraMcreening_panel_vl.4 Summary: Ag3366 Expression of the CG58526-01 gene is 
restricted to a sample derived from a colon cancer cell line (CT=34.5) and the testis. Thus, 
expression of this gene could be used to differentiate between these samples and other samples 
on this panel and as a marker to detect the presence of colon cancer. Furthermore, therapeutic 
modulation of the expression or function of this gene may be effective in the treatment of 
colon cancer. 

Panel 4D Summary: Ag3366 Results from one experiment with the CG58526-01 gene are 
not included. The amp plot indicates that there were experimental difficulties with this run. 

AV. CG57851-01: sulfotransferase 

Expression of gene CG57851-01 was assessed using the primer-probe set Ag3349, 
described in Table AVA. Results of the RTQ-PCR runs are shown in Tables AVB, AVC and 
AVD. 

Table AVA . Probe Name Ag3349 



Primers; 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 1 -acaaaatgatggcgatattgag-3 1 


22 


237 


538 


Probe 


TET-5 1 -cgcttccattcaacttcaacaccct-3 • - 
TAMRA 


25 


270 


539 


Reverse 


5 1 -tcattcttatccactccaggaa-3 1 


22 


295 


540 



Table AVB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3349, 
Run 210141483 


Tissue Name 


Rel. Exp.(%) Ag3349, 
Run 210141483 


AD 1 Hippo 


32.8 


Control (Path) 3 
Temporal Ctx 


0.0 


AD 2 Hippo 


61.6 


Control (Path) 4 
Temporal Ctx 


48.6 


AD 3 Hippo i 


18.0 


AD 1 Occipital Ctx 


10.5 


AD 4 Hippo 


8.9 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


18.0 


AD 3 Occipital Ctx 


0.0 


AD 6 Hippo 


11.7 


AD 4 Occipital Ctx 


0.0 
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control i riippo 


07 A 


JWJ j UCCipilal CIA 


O.O 


Control 4 Hippo J 


17.9 


AD 6 Occipital Ctx 


0.0 


Control (Path) 3 
Hippo 


12.7 


Control 1 Occipital 
Ctx 


0.0 


AD 1 Temporal Ctx j 


14.8 


Control 2 Occipital 
Ctx 


0.0 


AD 2 Temporal Ctx \ 


8.7 


Control 3 Occipital 
Ctx 


51.4 


AD 3 Temporal Ctx 


8.2 


Control 4 Occipital 
Ctx 


5.6 


AD 4 Temporal Ctx j 


10.4 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


7.2 


Control (Path) 2 
Occipital Ctx 


17.8 


AD 5 SupTemporal 
Ctx 


7.4 


Control (Path) 3 
Occipital Ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


9.1 


Control (Path) 4 
Occipital Ctx 


41.2 


AD 6 Sup Temporal j 
Ctx 


27.9 


Control 1 Parietal 
Ctx 


3.3 


Control 1 Temporal '", 
Ctx 


9.2 


Control 2 Parietal 
Ctx 


70.7 


Control 2 Temporal ; 
Ctx 


25.9 


Control 3 Parietal 
Ctx 


14.3 


Control 3 Temporal 

Ctx | 


13.4 


Control (Path) 1 
Parietal Ctx 


35.8 


Control 4 Temporal \ 
Ctx 


3.7 


Control (Path) 2 
Parietal Ctx 


17.7 


Control (Path) 1 
Temporal Ctx 


53.2 


Control (Path) 3 
Parietal Ctx 


0.0 


Control (Path) 2 
Temporal Ctx 


51.1 


Control (Path) 4 
Parietal Ctx 


52.1 



Table AVC . General_screening_panel_vl.4 



Tissue Name 


|Rel. Exp.(%) Ag3349, 
| Run 215620671 


j Tissue Name 


Rel. Exp.(%) Ag3349, 
Run 215620671 


Adipose 


| 3.6 


Renal ca. TK-10 


1.9 


Melanoma* 
Hs688(A).T 


1 - 


Bladder 


35.4 


Melanoma* 
Hs688(B).T 


j 0.3 


|Gastric ca. (liver met.) 
]NCI-N87 


0.4 


Melanoma* M14 


j 0.0 


jGastric ca. KATO III 


0.7 


Melanoma* 
LOXIMVI 


| 0.5 


jColon ca. SW-948 


2.8 
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Melanoma* SK- 


8.0 


Colon ca. SW480 


10.2 


Squamous cell 
carcinoma 5v^-*f 


0.0 


Colon ca.* (SW480 
mci ) o w Oiv 


13.5 


To otic T>/\^fcl 

i esus rooi 


*; a 


Pnlrtn rn WT90 




rrosiate ca. ^oone 
met) PC-3 


0.8 


Colon ca.HCT-1 16 


0.7 


Prostate Pool 


15.1 


Colon ca. CaCo-2 


3.0 


r^iacenta 


n r> 

v.v 


V^UlUil L/dllLCi UooUC 


7 fl 


Uterus Pool 


0.4 


Colon ca. SW1116 


0.2 


Ovarian ca. 
OVCAR-3 


0.9 


Colon ca. Colo-205 


0.8 


Ovarian ca. SK-OV- 
3 


18.4 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


5.3 


Ovarian ca. 
OVCAR-5 


10.4 


Small Intestine Pool 


2.7 


Ovarian ca. IGROV- 


0.3 


Stomach Pool 


5.8 


L/vanan ca. 
OVCAR-8 | 


1.3 \ 


Bone Marrow Pool 


1.7 


Ovary 




reiai neon 


0 fl 


ore as i ca. iviv^r - / 


i n 
1 .u 


ncaix rooi 




Tj »*o opt /-» r\ A/fT| A 

MB-231 


1.3 1 


Lymph Node Pool 


8.9 


Breast ca. BT 549 


0.4 


Fetal Skeletal Muscle 


2.7 


Breast ca. T47D 


9.0 


Skeletal Muscle Pool 


0.0 


Dreast ca. jvuja-in 


1 .0 


opieen r ooi 


C\ A 


Breast Pool 


10.5 


Thymus Pool 


10.5 


Trachea 


1.2 


CNS cancer (glio/astro) 
U87-MG 


11.4 


Lung 


1.3 


CNS cancer (glio/astro) 
U-118-MG 


2.4 


Fetal Lung 


7.6 


CNS cancer 
(neuro;met) SK-N-AS 


0.1 


Lungca. NCI-N417 


0.3 


CNS cancer (astro) SF- 
539 


0.2 


Lungca. LX-1 


100.0 


CNS cancer (astro) 
SNB-75 


4.6 


Lungca.NCI-H146 


0.8 


CNS cancer (glio) 


3.1 


Lung ca. SHP-77 


0.0 


CNS cancer (glio) SF- 
295 


5.3 


Lung ca. A549 


0.8 


Brain (Amygdala) Pool 


0.4 
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Lung ca. JNCl-rl->^o 


U.U 


Brain (cere DeiiuiTij 


o 6 


Lung ca. JNCx-rizo 


Li 


Brain (ietaij 


l.o 


Lungca. NCI-H460 


0.8 


Brain (Hippocampus) 

1*001 


0.8 


Lung ca. rlUr-oz 


Z.O 


Cerebral Cortex Pool 


1.5 


Lung ca. NCI-H522 


0.4 


Brain (Substantia nigra) 
Pool 


2.2 


Liver 


0.0 


Brain ^Thalamus") Pool 


2.8 


Fptal T ivpr 1 


10 5 


Brain fwholei 


3 1 


Liver ca Hen02 


0.8 


Sninal Cord Pool 


4.1 


PCidnev Pnnl 


7.9 


Adrenal Oland 


2.4 


Fetal Kidnev 


47 3 


Pituitarv ffland Pool 


1.4 


Renal ca 786-0 ■ 

j-wiiui will / \/ 


2.6 


Salivarv Gland 

UUll >IU J NJ X K% 11V* 


1.4 


Renal ca. A498 I 


0.9 


Thyroid (female) 


0.9 


Renal ca. ACHN 


1.3 


Pancreatic ca. CAPAN2 


3.7 


Renal ca.UO-31 


2.8 


Pancreas Pool 


9.3 


Table AVD. Panel 4D 


Tissue Name 


| Rel. Exp.(%) 
Ag3349, Run 
j 165222879 


Tissue Name 


Rel. Exp.(%) 
Ag3349, Run 
165222879 


Secondary Thl act 


1 0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


J 00 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


j 0.8 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


j 0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


3 o.o 


HUVEC IL-11 


0.0 


Secondary Trl rest 


j 0.0 


Lung Microvascular EC 
none 


2.3 


Primary Thl act 


| 0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


j 0.0 


Microvascular Dermal EC | 
none 


2.3 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.6 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


| 0.7 


Small airway epithelium 
none 


0.4 


Primary Trl rest 


j 0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


2.1 


CD45RA CD4 
lymphocyte act 


1 0.0 


Coronery artery SMC rest 


0.6 
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CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 

TNFalpha + IL-lbeta 


o:o 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


1.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none j 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- 
CD95CHH 


0.0 


CCD1106 (Keratinocytes) 
none 


0.6 


LAK cells rest 


1.4 


CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


a a 

0.0 


Liver cirrhosis 


3.3 


T A TT" 1 1 _ XT ^ < TT 1 *\ 

LAK cells IL-2+IL- 1 2 


0.0 


Lupus kidney 


5.8 


LAK cells IL-2+IFN 
gamma 


1.0 


NCI-H292 none 


0.6 


T A T/~ _ _1 1 _ TT ^ i TT 1 O 

LAK cells LL-2+ IL-18 


0.0 


NCI-H292 IL-4 


A A 

0.0 


T A XT' 

LAK cells 
PMA/ionomvcin 


1.3 


NCI-H292 IL-9 


1.5 


NK Cells EL-2 rest 


0.0 


NCI-H292 IL-13 


0.8 


Two Way MLR 3 day 


A A 

0.0 


NCI-H292 EFN gamma 


A 1 

0.3 


Two Way MLR 5 day 


A A 

0.0 


T TT*4 A T"? „ _ 

HPAEC none 


A 1 

0.7 


Two Way MLR 7 day 


1.0 


HPAEC TNF alpha + IL-1 

beta 


0.0 


TIT** K A. 

PBMC rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.6 


PBMC PHA-L 


A A 

0.0 


T _ r*l. 1. 1 a TT A 

Lung fibroblast IL-4 


f\ A 

0.0 


Ramos (B cell) none ; 


0.0 


Lung fibroblast IL-9 


0.9 


Ramos (B cell) 
ionomycin 


0.6 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070rest 


0.6 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.8 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 

/"■"i/~iT-\ i ATA TT 1 —a—. 

CCD 1070 IL-1 beta 


0.0 


Dendritic cells none 


7.4 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells LPS 


2.1 


Dermal fibroblast IL-4 


0.7 


Dendritic cells anti- 
CD40 


2.9 


IBD Colitis 2 


0.0 
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Monocytes rest | 0.0 . 


IBD Crohn's 


0.0 


Monocytes LPS 1 1.3 


Colon 


0.6 


Macrophages rest J 0.9 


Lung 


0.7 


Macrophages LPS | 0.2 


Thymus 


100.0 


HUVEC none j 0.0 


Kidney 


1.7 


HUVEC starved j 0.0 







CNS_neurodegeneration_vl.O Summary: Ag3349 This panel confirms the expression of 
CG57851-01 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. The expression of 
this gene in the brain suggests that therapeutic modulation of the expression or function of this 
gene may be useful in the treatment of neurologic disorders, such as Alzheimer's disease, 
Parkinson's disease, schizophrenia, multiple sclerosis, stroke and epilepsy. 

General_screeningj>aiiel_vL4 Summary: Ag3349 Highest expression of the CG57851-01 
gene is seen in a lung cancer cell line (CT=30). Thus, expression of this gene may be used to 
differentiate between this sample and other samples on this panel and as a marker for lung 
cancer. This gene encodes a sulfotransferase homolog. Sulfotransferases are involved in the 
metabolism of drugs and endogenous compounds in the body and also synthesize the complex 
glycoproteins found on the cell surface of cancer cells. Therefore, therapeutic modulation of 
the expression or function of this gene may be effective in the treatment of lung cancer. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in adipose and pancreas. This expression among these tissues suggests that this gene 
product may play a role in normal metabolic function and that disregulated expression of this 
gene may contribute to metabolic diseases, such as obesity and diabetes. 

Panel 4D Summary: Ag3349 Highest expression of the CG57851-01 gene is seen in the 
thymus (CT=29.7). The putative protein encoded by this gene could therefore play an 
important role in T cell development. Small molecule therapeutics designed against the protein 
encoded by this gene could be utilized to modulate immune function (T cell development) and 
be important for organ transplant, ADDS treatment or post chemotherapy immune 
reconstitiution. 

Panel 5 Islet Summary: Ag3349 Expression of the CG5785 1-01 gene is low/undetectable in 

all samples on this panel (CTs>35). (Data not shown.) 
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Expression of gene CG59258-01 was assessed using the primer-probe set Ag3520, 
described in Table AW A. 

Table AWA . Probe Name Ag3520 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -cctcacagatgaggacacaga-3 ' 


21 


717 


541 


Probe 


TET-5 ' -acttgcttgccaaagtcactcagcaa-3 1 - 
TAMRA 


26 


752 


542 


Reverse 


5 ' -tttctgagagccagacagacat-3 1 


22 : 


781 


543 



CNS_neurodegeneration_vl.O Summary: Ag3520 Expression of the CG59258-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data hot shown.) 

General_screening_panel_vl.4 Summary: Ag3520 Expression of the CG59258-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 4D Summary: Ag3520 Expression of the CG59258-01 gene is low/undetectable in all 
samples on this panel (CTs>35). (Data not shown.) 

AX. CG59564-01 : Sorting nexin 6 

Expression of gene CG59564-01 was assessed using the primer-probe set Ag3471, 
described in Table AXA. Results of the RTQ-PCR runs are shown in Tables AXB, AXC and 
AXD. 



Table AXA . Probe Name Ag3471 



Primers 


Sequences 


Lengthj 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -gtgcctggcagacgattata-3 ' 


20 j 


820 


544 


Probe 


TET-5 1 -ctatctcagctgcgctgagcagtctg-3 ' - 
TAMRA 


26 j 


843 


545 


Reverse 


5 ' -gtccttagctggttgacttcct-3 ' 


22 j 


876 


546 



Table AXB . CNS_neurodegeneration_vl.O 



Tissue Name 



Rel. Exp.(%) Ag3471, 
Run 210376963 



Tissue Name 



Rel. Exp.(%) Ag3471, 
Run 210376963 
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AD 1 Hippo 


10.8 


Control (Path) 3 
lemporai v^ix 


2.4 


AD 2 Hippo 


27.0 


Control (Path) 4 
lcmporai v^ix 


28.5 


J\LJ j rlippo 


^ 0 


ajj i {jccipuai i^ix 




AD 4 Hippo 


10.8 


ajj z uccipitai C/ix 
(Missing) 


0.0 


AD 5 Hippo 


64.6 


AD 3 Occipital Ctx 


3.6 


AD 6 Hippo 


43.8 i 


AD 4 Occipital Ctx 


30.4 


v^oniroi z rlippo 




ajj 3 vjccipnai v^ix 


1 nn ft 


Control 4 Hippo 


4.0 


AD 6 Occipital Ctx 


14.5 


Control (Path) 3 
Hippo 


2.3 


Control 1 Occipital 
Ctx 


1.1 


AD 1 Temporal Ctx 


11.5 


Control 2 Occipital 
Ctx 


82.9 


AD 2 Temporal Ctx 


36.3 


Control 3 Occipital 
Ctx 


13.3 


AD 3 Temporal Ctx \ 


4.7 


Control 4 Occipital 
Ctx 


5.4 


AD 4 Temporal Ctx 


27.9 


Control (Path) 1 
Occipital Ctx 


87.7 


AD 5 Inf Temporal 
Ctx 


85.9 


Control (Path) 2 
Occipital Ctx 


10.3 


AD 5 Sup Temporal 
Ctx 


37.1 


Control (Path) 3 
Occipital Ctx 


1.5 


AD 6 Inf Temporal 
Ctx 


46.3 


Control (Path) 4 
Occipital Ctx 


12.2 


AD 6 Sup Temporal 
Ctx 


52.1 


Control 1 Parietal 
Ctx 


3.1 


Control 1 Temporal 
Ctx 


3.6 


Control 2 Parietal 
Ctx 


38.4 


Control 2 Temporal 
Ctx 


81.2 


Control 3 Parietal 
Ctx 


17.4 


Control 3 Temporal 
Ctx 


19.1 ! 


Control (Path) 1 
Parietal Ctx 


88.9 


Control 3 Temporal 
Ctx 


8.0 


Control (Path) 2 
Parietal Ctx 


22.2 


Control (Path) 1 
Temporal Ctx 


88.9 


Control (Path) 3 
Parietal Ctx 


1.7 


Control (Path) 2 
Temporal Ctx 


48.0 


Control (Path) 4 
Parietal Ctx 


38.7 



Table AXC . General_screening_panel_vl.4 



Tissue Name j Rel. Exp.(%) Ag3471 , | Tissue Name | Rel. Exp.(%) Ag3471~ 
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P, 1fl 'JIKOI'JO? 




IvUn LLLWxLyl 


Adipose 


2.3 


Kenai ca. ik-iu 


2.7 


Melanoma* 

riSOoo(AJ. 1 


3.1 


Bladder 


4.2 


Melanoma? 


4.2 


Gastric ca. (liver met.) 


6.3 


TT_ /TQ O /T>\ T 

rlSOoo(rJ). 1 


XT/71T XTOT 
INtyl-lNO / 


Melanoma* M14 


13.0 


Gastric ca. KATO III 


4.1 


Melanoma* 

t nvnv >r\ /T 
LUAJMVl 


0.7 


Colon ca. SW-948 


0.7 


Melanoma* SK- 
MbL-j 


0.8 


Colon ca. SW480 


2.6 


Squamous cell 


1.5 


Colon ca* (SW480 


4.5 


carcinoma SCC-4 


met} oW02U 


Testis Pool 


0.2 


i^oion ca. rii2y 


2.2 


Prostate ca.* (bone 
met) PC-3 


3.8 


Colon ca. HCT-116 


3.9 


Prostate Pool 


0.7 


Colon ca. CaCo-2 


3.5 


Placenta 


1.5 


Colon cancer tissue 


l.U 


Uterus Pool 


0.7 


Colon ca. SW1116 


1.9 


Ovarian ca. 
OVCAR-3 ! 


5.3 


Colon ca. Colo-205 


0.6 


Ovarian ca. SK-OV- j 
3 


2.1 


Colon ca. SW-48 


2.3 


Ovarian ca. 
OVCAR-4 


2.8 


Colon Pool 


7.0 


Ovarian ca. 
OVCAR-5 


5.8 


Small Intestine Pool 


5.8 


Ovarian ca. IGROV- 
i 

i \ 


5.3 


Stomach Pool 


5.5 


Ovarian ca. 
OVCAR-8 j 


3.0 


Bone Marrow Pool 


3.5 


Ovary 


1 1 


retai Heart 


1 *7 


oreast ca. MLr- / 




rieart rool 


1 1 

D.l 


Breast ca. MDA- 
MB-231 


2.4 


Lymph Node Pool 


9.5 


Breast ca BT 549 


98.6 


Fetal Skeletal Muscle 


1.4 


Breast ca. T47D 


8.4 


Skeletal Muscle Pool 


4.2 


oreast ca. jvllja-n 


4. j 


Spleen Pool 


1 0 


Breast Pool 


7.5 


Thymus Pool 


6.2 


Trachea 


2.7 


CNS cancer (glio/astro) 

T TR7-MH 


7.0 


Lung 


1.9 


CNS cancer (glio/astro) 
U-118-MG 


4.9 


Fetal Lung 


13.4 


CNS cancer 


11.3 
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(neuro;met) SK-N-AS 




Lungca.NCI-N417 


2.2 


CNS cancer (astro) SF- 
539 


1.9 


Lungca. LX-1 


2.2 


CNS cancer (astro) 
SNB-75 


23.8 


Lungca.NCI-H146 


2.1 


CNS cancer (glio) 

OVTD 1 O 


3.6 


Lung ca. SHP-77 


3.7 


UNo cancer (gno) or- 
295 


11.3 


Lung ca. A549 


3.7 


Brain (Amygdala) Pool 


22.1 


Lung ca. NCl-rl52o 




Brain (cerebellum) 




Lung ca. JNCl-HZ J 


1 /.O 


brain (ietai) 


1 Afl A 
lUU.U 


Lungca. NCI-H460 


L8 


Brain (Hippocampus) 

rOOl 


26.6 


Lung ca. rlUr-o2 


J.o 


Cere oral Cortex root 




Lungca.NCI-H522 j 


5.7 


Brain (Substantia nigra) 
Pool 


29.3 


Liver 


0.1 


Brain fThalamus^ Pool 


37.4 


Fetal Liver 


1.3 


Brain ( whole^ 


55.1 


Liver ca HeoG2 


1.3 


Sninal Cord Pool 


7.7 


TCidnev Pool 

1VI VJL1 IvV X vv/1 


10,6 


Adrenal 01 and 

A WAX wilU 1 %J * %U A VX 


1.5 


Fetal ICidnev 


6.7 


Pituitarv pland Pool 


0.6 


Renal ca. 786-0 


0.9 


Salivary Gland 


0.8 


Renal ca. A498 


0.8 


Thyroid (female) 


0.8 


Renal ca. ACHN 


2.1 


Pancreatic ca. CAPAN2 


3.0 


Renal ca.UO-31 


3.4 


Pancreas Pool 


7.4 



Table AXD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3471, Run 
166417126 


Tissue Name 


Rel. Exp.(%) 
Ag3471, Run 
166417126 


Secondary Thl act 


10.2 


HUVEC IL-lbeta 


2.3 


Secondary Th2 act 


11.2 


HUVEC IFN gamma 


7.8 


Secondary Trl act 


19.2 


HUVEC TNF alpha +IFN 
gamma 


4.7 


Secondary Thl rest 


28.7 


HUVEC TNF alpha + IL4 


6.3 


Secondary Th2 rest 


18.4 


HUVEC IL-11 


6.2 


Secondary Trl rest 


24.5 


Lung Microvascular EC 
none 


6.4 


Primary Thl act 


8.7 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


7.1 


Primary Th2 act 


20.4 


Microvascular Dermal EC 
none 


6.9 
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Primary Trl act 


31.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


2.5 


Primary Thl rest 


45.7 


Bronchial epithelium 
TNFalpha + ILlbeta 


2.6 


Primary Th2 rest 


23.3 


Small airway epithelium 
none 


3.1 


Primary Trl rest 


25.3 


Small airway epithelium 
TNFalpha + IL-lbeta 


3.3 


CD45RA CD4 
lymphocyte act 


9.7 


Coronery artery SMC rest 


3.9 


CD45RO CD4 

lymphocyte act 


23.2 


Coronery artery SMC 
liNraipna > li^-iueia 


4.6 


CD8 lymphocyte act 


9.0 


Astrocytes rest 


12.7 


Secondary CD8 
lymphocyte rest 


24.8 


Astrocytes TNFalpha + 
IL-lbeta 


18.9 


Secondary CD8 
lymphocyte act 


19.9 


KU-812 (Basophil) rest 


26.2 


CD4 lymphocyte none 


10.6 


KU-812 (Basophil) 
PMA/ionomycin 


50.0 


2ry Thl/Th2/Trl_anti- 


22.7 


CCD 1 106 (Keratinocytes) 
none 


6.9 


LAK cells rest 


6.4 


v^v^jji iuo ^Jveraiinocyiesj 
TNFalpha + IL-lbeta 


10.9 


Lr/viSt cens 1L-Z 


07 < 
Z / .0 


i-<iver cirrnosis 


O. J 


T AV /*»11e TT 0-t-TT 10 
Lf/AiV CcllS • 11-.- 1 Z j 


01 'X 
Zl .j 


i^upus Kiuney 


A 0 
*hZ 


LAK cells IL-2+IFN 
gamma 


27.4 


NCI-H292 none 


5.8 


T ^^llo TT 0-1- TT 1 C \ 

i^/\jv cens ll-z^ li^-io ; 


00 7 
ZZ. / 


Mr'T TTOQO TT A 
INV^l-ilZyZ LLf-^f 


7 0 
/.Z 


l/vjv cens 
PMA/ionomycin 


8.2 


NCI-H292 IL-9 


3.6 


NK Cells IL-2 rest 


13.6 


NCI-H292 IL-13 


3.7 


i wo w ay iviLK $ aay 


01 7 
Z3. / 


XT/^T TTOQO TPM rramma 

iNCi-rizyz ir in gamma 


1 0 
J.Z 


l wo way mlk j day 


J.O 


rir ahl^ none 


1 7 


Two Way MLR 7 day 


7.7 


HPAEC TNF alpha + IL-1 
beta 


2.3 


i jjiviv^ resi 


£ i 

0. 1 


idling noroDiasi none 


1 O.J 


PBMC PWM 


7.3 


Lung iiDroDiast i JNr aipna 
+ IL-1 beta 


20.6 


PHlV/fP PITA T 


7 1 


Lung fibroblast IL-4 


10.0 


Ramos (B cell) none 


6.3 


Lung fibroblast IL-9 


9.2 


Ramos (B cell) 

\ an n m vpi ti 

IVJllUilljrlslll 


3.2 


Lung fibroblast IL-13 


7.9 


B lymphocytes PWM 


12.2 


Lung fibroblast FN 
gamma 


6.2 


B lymphocytes CD40L j 


11.1 


Dermal fibroblast 


11.4 
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and IL-4 


- -• 


CCD1070rest 




EOL-1 dbcAMP 


' 7.4 


Dermal fibroblast 
CCD1070 TNF alpha 


28.5 


EOL-1 dbcAMP 
PMA/ionomycin 


12.5 


Dermal fibroblast 


7.2 


Dendritic cells none 


13.4 


Dermal fibroblast IFN 
ganirna 


6.9 


J * ^ ' -.—11-, T "DC 

Dendritic ceils Lro 


14. U 


jjermai nuroDiasi 




Dendntic cells anti- 
CD40 


15.9 


BD Colitis 2 


1.7 


Monocvtes re^t 

iTlUllVv j IvO I VOI 


21.3 


IBD Crohn's 


4.8 


Monocvtes LPS 


11.4 


Colon 


100.0 


Macrophages rest 


23.5 


Lung 


12.6 


Macrophages LPS 


3.7 


Thymus 


8.9 


HUVEC none 


6.7 


Kidney 


34.4 


HUVEC starved 


11.0 







CNS_neurodegeneration_vl.O Summary: Ag3471 This panel does not show differential 
expression of the CG59564-01 gene in Alzheimer's disease. However, this expression profile 
confirms the presence of this gene in the brain. Please see Panel 1.4 for discussion of utility of 
this gene in the central nervous system. 



General_screening_panel_vl.4 Summary: Ag3471 The CG59564-01 gene, a sorting nexin 
homolog, shows highly brain preferential expression. Moderate levels of expression are seen 
in all brain regions examined, with highest expression in the fetal brain (CT=28.5). Thus, this 
gene would be useful for distinguishing brain tissue from non-neural tissue, and may be 
beneficial as a drug target in neurologic disease, such as Alzheimer's disease, Parkinson's 
disease, schizophrenia, multiple sclerosis, stroke and epilepsy. 

Among tissues with metabolic function, this gene is expressed at low levels in 
pituitary, adipose, adrenal gland, pancreas, and adult and fetal skeletal muscle, heart, and liver. 
This widespread expression among these tissues suggests that this gene product may play a 
role in normal neuroendocrine and metabolic and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

In addition, this gene is expressed at significant levels in a breast cancer cell line 
(CT=28.6). Thus, expression of this gene could be used to differentiate this sample from other 
samples on this panel and as a marker for breast cancer. 
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Panel 4D Summary: Ag3471 The CG59564-01 gene, a sorting nexin homolog, is most 
highly expressed in normal colon (CT=30). In addition, this gene is expressed at high to 
moderate levels in a wide range of cell types of significance in the immune response in health 
and disease. These cells include members of the T-cell, B.-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel_vl.4 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

AY. CG59553-01: Secretory protein SEC8 

Expression of gene CG59553-01 was assessed using the primer-probe set Ag3465, 
described in Table AYA. Results of the RTQ-PCR runs are shown in Tables AYB, AYC and 
A YD. 

Table AYA . Probe Name Ag3465 



Primers 


Sequences 


, .J Start jSEQID 
Length | Position j NO: 


Forward 


5 1 -ttcacagcaagaagatgaacct-3 1 


22 j 616 j 547 


Probe 


TET-5 1 -tcatagatgaactacaccggcacctg-3 1 - 
TAMRA 


26 1 649 j 548 


Reverse 


5 ' -ctcggctagtcgatttgatgt-3 • 


21 j 676 J 549 



Table AYB . CNS_neurodegeneration_vLO 



Tissue Name 


Rel. Exp.(%) Ag3465, I 
Run 210376516 


Tissue Name 


Rel. Exp.(%) Ag3465, 
Run 210376516 


AD 1 Hippo 


21.3 


Control (Path) 3 
Temporal Ctx 


8.2 


AD 2 Hippo 


33.0 


Control (Path) 4 
Temporal Ctx 


40.9 


AD 3 Hippo 


11.0 


AD 1 Occipital Ctx 


20.7 
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AD 4 Hippo 


11.6 


(Missing) 


0.0 


AD 5 Hippo 


87.7 


AD 3 Occipital Ctx 


10.3 


AD 6 Hippo 


46.7 


AD 4 Occipital Ctx 


24.8 


control z nippo 




Au j uccipuai \^ix 




Control 4 Hippo 


20.4 


AD 6 Occipital Ctx 


25.3 


Control (Path) 3 
Hippo 


14.2 


Control 1 Occipital 
Ctx 


6.7 


AD 1 Temporal Ctx 


21.3 


Control 2 Occipital 
Ctx 


59.9 


AD 2 Temporal Ctx 


38.7 


Control 3 Occipital 
Ctx 


21.8 


AD 3 Temporal Ctx 


8.2 


Control 4 Occipital 
Ctx 


ll. 8 


AD 4 Temporal Ctx 


30.8 


Control (Path) 1 
Occipital Ctx 


79.6 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


18.8 


AD 5 Sup Temporal 
Ctx 


58.2 


Control (Path) 3 
Occipital Ctx 


4.0 


AD 6 Inf Temporal 
Ctx 


47.6 


Control (Path) 4 
Occipital Ctx 


25.7 


AD 6 Sup Temporal 
Ctx 


52.1 


Control l Parietal 
Ctx 


14.2 


Control 1 Temporal 
Ctx 


11.8 


Control 2 Parietal 
Ctx 


56.6 


Control 2 Temporal ; 
Ctx 


42.0 


Control 3 Parietal 
Ctx 


23.8 


Control 3 Temporal 
Ctx 


22.8 


Control (Path) l 
Parietal Ctx 


75.3 


Control 3 Temporal 
Ctx 


14.0 


Control (Path) 2 
Parietal Ctx 


29.7 


Control (Path) 1 
Temporal Ctx 


64.6 


Control (Path) 3 
Parietal Ctx 


8.5 


Control (Path) 2 
Temporal Ctx 


47.0 


Control (Path) 4 
Parietal Ctx 


52.9 


Table AYC. General screening panel vl.4 


Tissue Name 


|Rel. Exp.(%) Ag3465, 
j Run 217118990 


Tissue Name 


Rel. Exp.(%) Ag3465, 
Run 217118990 


Adipose 




Lenal ca. TK-10 


60.7 


Melanoma* 
Hs688(A).T 


J 22.5 E 


(ladder 


37.9 


Melanoma* 


| 30.1 C 


Jastric ca. (liver met.) 


42.9 
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HS0oo(l5). 1 




MPT MR7 




Melanoma* M14 


54.7 


Gastric ca. KATO HI 


48.0 


Melanoma* 
LOXIMVI 


15.5 


Colon ca. SW-948 


5.5 


Melanoma* SK- 

A /TT7T C 

MliLO 


42.0 | 


Colon ca. SW480 


57.4 


Squamous cell 
carcinoma 


8.7 


Colon ca * (SW480 
inci ) o w o^u 


37.4 


Testis Fool 


IOC 


uoion ca. ri 1 




Prostate ca.* (bone \ 
met) PC-3 


63.7 


Colon ca. HCT-116 


28.3 


Prostate Pool 


13.0 


Colon ca. CaCo-2 


46.7 


rlacenta 


7 1 
/. 1 


v^oion cancer iissue 




Uterus Pool 


12.0 i 


Colon ca. SW1116 


8.6 


Ovarian ca. 
OVCAR-3 


37.4 


Colon ca. Colo-205 


6.9 


Ovarian ca. SK-OV- 
3 


21.5 


Colon ca. SW-48 


7.5 


Ovarian ca. 
OVCAR-4 


26.1 


Colon Pool 


21.8 


Ovarian ca. 
OVCAK-5 


42.0 


Small Intestine Pool 


25.5 


Ovarian ca. IGROV- 

1 J 


23.5 


Stomach Pool 


15.4 


Ovarian ca. 
OVCAR-8 j 


24.7 


Bone Marrow Pool 


9.4 


Ovary 


1 a n 
14. U 


retai riean 




rJreast ca. MLr-/ 


15 A 


riean rooi 


1 1 1 
11.1 


nreast ca. mda- ; 
MB-231 


49.0 


Lymph Node Pool 


23.8 


Breast ca BT 549 


45.4 


Fetal Skeletal Muscle 


11.9 


Breast ca. T47D j 


74.7 


Skeletal Muscle Pool 


26.2 


oreast ca. jvlua-jn 




opieen rooi 


OQ -) 


Breast Pool 


22.8 


Thymus Pool 


39.8 


Trachea 


15.4 


CNS cancer (glio/astro) 
U87-MG 


100.0 


Lung 


6.8 


CNS cancer (glio/astro) 
U-118-MG 


54.7 


Fetal Lung 


41.5 


CNS cancer 
(neuro;met) SK-N-AS 


50.0 


Lungca.NCI-N417 


12.2 


CNS cancer (astro) SF- 
539 


19.3 


Lung ca. LX-1 


26.1 


CNS cancer (astro) 
SNB-75 


75.3 
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Lung ca. NCI-H146 


12.6 


CNS cancer (glio) 

CXTD 1 Q 


23.8 


Lung ca. SHP-77 


33.9 


uiNo cancer \gi\o) or- 
295 


95.3 


Lung ca. A549 


43.8 


Brain (Amygdala) Pool 


11.6 


Lung ca. iMCl-riDzo 


/,o 


Brain (cerebellum) 


no 
Iz.Z 


Lung ca. .NL/l-riZJ 




t>ram ^ietaij 




Lung ca. NCI-H460 


25.0 


Brain (Hippocampus) 

JrOOl 


12.7 


Lung ca. riUr-oz 


Zo.D 


Cerebral Cortex Pool 


lO.O 


Lung ca. NCI-H522 


25.0 


r>rain (pUDSianua nigra ) 
Pool 


11.7 


Liver 


2.0 


Brain (Thalamus) Pool 


17.7 


Fetal Liver 


18.7 


Brain fwholel 


15.6 


Liver ca. HepG2 


15.5 


Spinal Cord Pool 


12.5 


Kidney Pool 


36.6 


Adrenal Gland 


17.7 


Fetal Kidney 


26.8 


Pituitary gland Pool 


6.0 


Renal ca. 786-0 


55.5 


Salivary Gland 


7.0 


Renal ca. A498 


19.8 


Thyroid (female) 


6.6 


Renal ca. ACHN 


31.0 


Pancreatic ca. CAPAN2 


40.3 


Renal ca.UO-31 


48.0 


Pancreas Pool 


28.7 



Table A YD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3465, Run 
166417102 


Tissue Name 


Rel. Exp.(%) 
Ag3465, Run 
166417102 


Secondary Thl act 


22.1 


HUVEC IL-lbeta 


14.6 


Secondary Th2 act 


33.9 


HUVEC 1FN gamma 


17.8 


Secondary Trl act 


44.4 


HUVEC TNF alpha + IFN 
gamma 


10.6 


Secondary Thl rest 


33.4 


HUVEC TNF alpha + IL4 


8.3 


Secondary Th2 rest 


25.0 


HUVEC IL-11 


8.2 


Secondary Trl rest 


29.7 


Lung Microvascular EC 
none 


12.3 


Primary Thl act 


14.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


14.8 


Primary Th2 act 


41.2 


Microvascular Dermal EC 
none 


15.5 


Primary Trl act 


46.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


14.7 


Primary Thl rest 


88.9 


Bronchial epithelium 
TNFalpha + ILlbeta 


15.5 


Primary Th2 rest I 


39.2 


Small airway epithelium 


14.0 
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none 




Primary Trl rest 


31.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


65.5 


CD45RA CD4 
lymphocyte act 


20.6 


Coronery artery SMC rest • 


18.3 


CD45RO CD4 
lymphocyte act 


29.9 


Coronery artery SMC 

>pi m 1 ■% XT 1 1 a. 

TNFalpha + IL-lbeta 


12.5 


CD8 lymphocyte act 


23.0 


Astrocytes rest 


28.7 


Secondary CD8 
lymphocyte rest 


24.1 


Astrocytes TNFalpha + 
IL-lbeta 


31.6 


Secondary CD8 
lymphocyte act 


18.7 


KU-812 (Basophil) rest 


19.8 


CD4 lymphocyte none 


19.5 


KU-8 12 (Basophil) 
PMA/ionomycin 


42.6 


2ryThl/Th2/Trl_anti- 
CD95CH11 


37.4 


CCD1 106 (Keratinocytes) 
none 


21.8 


LAK cells rest 


17.1 


CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


100.0 


LAK cells IL-2 


35.8 


Liver cirrhosis 


16.5 


T A 1 1 TT ^ l TT i 

LAK cells IL-2+IL-12 ; 


32.3 


Lupus kidney 


23.5 


LAK cells IL-2+IFN 
gamma 


38.4 


NCI-H292 none 


48.6 


LAK cells IL-2+ IL-1 8 ; 


32.5 


\TOT fT^n^ TT A 

NCI-H292 IL-4 


AC 1 

45.1 


LAK cells 

r jyia/ lonomycin 


12.0 


NCI-H292TL-9 


49.7 


NK Cells DL-2 rest 


24.7 


NCI-H292 IL-13 


26.4 


Two Way MLR 3 day 


31.4 


NCI-H292 IFN gamma 


25.3 


Two Way MLR 5 day ; 


19.6 


HPAEC none 


17.9 


Two Way MLR 7 day \ 


14.9 


HPAEC TNF alpha + IL-1 
beta 


20.2 


PBMC rest 


18.4 


Lung fibroblast none 


39.2 


PBMC PWM 


18.7 


T C* 1 1 1 . mvm 1 1 

Lung fibroblast TNF alpha 
+ IL-1 beta 


32.8 


PBMC PHA-L 


10.2 


Lung fibroblast IL-4 


28.3 


Ramos (B cell) none \ 


61.6 


Lung fibroblast IL-9 


20.4 


Ramos (B cell) 
ionomycin 


46.7 


Lung fibroblast IL-13 


19.5 


B lymphocytes PWM 


28.1 


Lung fibroblast IFN 
gamma 


26.6 


B lymphocytes CD40L 
and IL-4 


44.8 


Dermal fibroblast 
CCD 1070 rest 


26.8 


EOL-1 dbcAMP 


33.2 


Dermal fibroblast 
CCD1070 TNF alpha 


50.7 


EOL-1 dbcAMP 
PMA/ionomycin 


25.5 


Dermal fibroblast 
CCD1070 EL-1 beta 


18.4 
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Dendritic cells none 


30. 1 


Dermal fibroblast IFN j 

gal I XXI Xa 1 


19.2 


uenaniic cens Lro 


10 1 


r^prmsil fiKmVilnQt TT -A 1 




Dendritic cens anu- 
CD40 


33.7 


BD Colitis 2 J 


9.0 


Monocytes rest 


25.0 


IBD Crohn's j 


12.4 


Monocytes LPS 


16.3 


Colon J 

i— 


56.3 


Macrophages rest 


44.4 


Lung | 


16.4 


Macrophages LPS 


14.4 


Thymus j 


49.3 


HUVEC none 


20.4 


Kidney j 


52.1 


HUVEC starved 


37.1 





CNS_neurodegeneration_yl.O Summary: Ag3465 This panel does not show differential 
expression of the CG59553-01 gene in Alzheimer's disease. However, this expression profile 
confirms the presence of this gene in the brain. Please see Panel 1 .4 for discussion of utility of 
this gene in the central nervous system. 



General screening panel v 1.4 Summary: Ag3465 Highest expression of the CG59553-01 
gene is seen in a brain cancer cell line (CTs=24). Expression of this gene is ubiquitous 
throughout this panel, with significant levels of expression in clusters of cell lines derived 
from brain, renal, colon, lung, breast, ovarian, and melanoma cancers. These high levels of 
expression in all the samples on this panel suggest a role for this gene in cell growth and 
proliferation. 

This molecule is also expressed at high levels in all regions of the CNS examined. 
Therefore, therapeutic modulation of the expression or function of this gene may be useful in 
the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

Among tissues with metabolic function, this gene is expressed at high to moderate 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Panel 4D Summary: Ag3465 The CG59553-01 gene is expressed at high to moderate levels 
in a wide range of cell types of significance in the immune response in health and disease. 
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These cells include members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and 
peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell types from 
lung and skin, and normal tissues represented by colon, lung, thymus and kidney. This 
ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in General_screening_panel_vl.5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, modulation of the gene product with 
a functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

AZ. CG59435-01 and CG59435-02: Human Neddl 

Expression of gene CG59435-01 and CG59435-02 was assessed using the primer- 
probe set Ag3437, described in Table AZA. Results of the RTQ-PCR runs are shown in Tables 
AZB, AZC and AZD. Please note that CG59435-02 represents a full-length physical clone of 
the CG59435-01 gene, validating the prediction of the gene sequence. 

Table AZA . Probe Name Ag3437 



Primers 


Sequences 


T .J Start ISEQID 
Length | Position 1 NO: 


Forward; 


5 ' -tggtgctgaaagtggaaatc-3 * 


20 j 1536 J 550 


Probe 


TET-5 1 -cctctccatcatctaaccaaacaaga-3 1 - 
TAMRA 


26 j 1562 j 551 


Reverse 


5 ' -tgggcttcaatttcattctct-3 ' 


21 j 1611 j 552 



Table AZB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3437, 
Run 210374394 


Tissue Name 


Rel. Exp.(%) Ag3437, 
Run 210374394 


AD 1 Hippo 


8.9 


Control (Path) 3 
Temporal Ctx 


6.9 


AD 2 Hippo 


25.7 


Control (Path) 4 
Temporal Ctx 


27.9 


AD 3 Hippo 


18.2 


AD 1 Occipital Ctx 


26.6 


AD 4 Hippo i 


13.2 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


52.9 


AD 3 Occipital Ctx 


7.6 



762 



WO 02/072757 



PCT/US02/06908 



AD 6 Hippo 


100.0 


AD 4 Occipital Ctx 


26.6 


^oniro] l xiippu 


96 1 

ZU. 1 






Control 4 Hippo 


26.2 


AD 6 Occipital Ctx 


21.8 


Control (Path) 3 ] 
Hippo 


14.7 


Control 1 Occipital 
Ctx 


9.0 


AD 1 Temporal Ctx 


35.8 


Control 2 Occipital 
Ctx 


23.5 


AD 2 Temporal Ctx 


27.7 


Control 3 Occipital 
Ctx 


17.8 


AD 3 Temporal Ctx 


14.6 


Control 4 Occipital 
Ctx 


14.6 


AD 4 Temporal Ctx 


23.3 


Control (Path) 1 
Occipital Ctx 


70.2 


AD 5 Inf Temporal 
Ctx 


65.5 


Control (Path) 2 
Occipital Ctx 


12.9 


AD 5 SupTemporal ; 
Ctx 


47.0 


/~y A | ST\ a.1_\ 

Control (Path) 3 
Occipital Ctx 


4.9 


AD 6 Inf Temporal 
Ctx 


78.5 


Control (Path) 4 
Occipital Ctx 


22.2 


AD 6 Sup Temporal I 
Ctx 


92.0 


Control 1 Parietal 
Ctx 


13.3 


Control l Temporal | 
Ctx 


10.9 


Control 2 Parietal 
Ctx 


50.0 


Control 2 Temporal \ 
Ctx 


23.5 


Control 3 Parietal 
Ctx 


13.1 


Control 3 Temporal ; 
Ctx 


17.9 


Control (Path) 1 
Parietal Ctx 


35.4 


Control 4 Temporal ! 
Ctx 


12.8 


Control (Path) 2 
Parietal Ctx 


26.6 


Control (Path) 1 
Temporal Ctx 


37.4 


Control (Path) 3 
Parietal Ctx 


5.4 


Control (Path) 2 
Temporal Ctx 


44.4 


Control (Path) 4 
Parietal Ctx 


29.3 



Table AZC. General_screening_panel_vl.4 



Tissue Name 


jRel. Exp.(%) Ag3437, 
1 Run 217066730 


Tissue Name 


Rel. Exp.(%) Ag3437, 
Run 217066730 


Adipose 


1 100 


Renal ca. TK-10 


24.0 


Melanoma* 
Hs688(A).T 


J 25.7 


Bladder 


18.6 


Melanoma* 
Hs688(B).T 


j 275 


Gastric ca. (liver met.) 
NCI-N87 


100.0 


Melanoma* Ml 4 


] 34.9 


Gastric ca. KATO HI 


60.3 


Melanoma* 


I 319 


Colon ca. SW-948 


9.7 
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LOXIMVI 








Melanoma* SK- 

A/fTJT ^ 

IVLbLO 


8.7 


Golon ca. SW480 


61.6 


Squamous cell 
carcinoma oll-^ 


24.8 


Colon ca.*(SW480 
niciyowozu 


46.3 


Testis Pool 


OZ o 


v_oion ca. n 1 z? 


00 7 


rrostate ca. ^oone ■ 
mert PC-3 


84.1 


Colon ca.HCT-1 16 


72.2 


Prostate Pool 


12.3 


Colon ca. CaCo-2 


32.8 


Placenta 




v^oion Cancer iissue 


JO.Z 


Uterus Pool 


11.4 


Colon ca. SW1 116 


7.5 


Ovarian ca. 
OVCAR-3 


33.2 


Colon ca. Colo-205 


6.7 


Ovarian ca. SK-OV- j 

3 i 


92.7 


Colon ca. SW-48 


7.1 


Ovarian ca. 
OVCAR-4 


9.7 


Colon Pool 


27.2 


Ovarian ca. 
OVCAR-5 


26.4 


Small Intestine Pool 


22.8 


Ovarian ca. IGROV- 

1 

1 ; 


16.5 


Stomach Pool 


12.3 


vjvanan ca. 
OVCAR-8 


6.5 


Bone Marrow Pool 


13.5 


Ovary 


7 A 


reiai xiean 


01 Q 


rsreast ca. Mtr - / 


OA 1 


riean rooi 


117 
11./ 


Breast ca. MDA- 
MB-231 


84.1 


Lymph Node Pool 


30.4 


Breast ca. BT 549 


68.3 


Fetal Skeletal Muscle 


15.2 


Breast ca. T47D 


52.1 


Skeletal Muscle Pool 


28.5 


Breast ca. MDA-N 


ICQ 


opieen rooi 


1^9 


Breast Pool 


26.6 


Thymus Pool 


21.2 


Trachea 


9.2 


CNS cancer (glio/astro) 
U87-MG 


14.0 


Lung 


4.9 


CNS cancer (glio/astro) 
U-118-MG 


91.4 


Fetal Lung 


49.0 


CNS cancer 
(neuro;met) SK-N-AS 


55.5 


Lungca.NCI-N417 


4.9 


CNS cancer (astro) SF- 
539 


14.5 


Lung ca. LX-1 


37.4 


CNS cancer (astro) 
SNB-75 


33.0 


Lung ca.NCI-H 146 


6.8 


CNS cancer (gho) 
SNB-19 


12.5 


Lung ca. SHP-77 


51.4 


CNS cancer (glio) SF- 
295 


51.4 
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Lung ca. A549 


33.9 


JBrain (Amygdala) Pool j 


0.0 


Lung ca. NCI-H526 j 


8.4 


(Brain (cerebellum) | 


1.5 


Lung ca. NCI-H23 j 


34.4 


jBrain (fetal) 


6.2 






JBrain (Hippocampus) 
jPool 




Lung ca. HOP-62 


15.2 


jCerebral Cortex Pool 


3.0 


T una ra ! 


37 9 


jBrain (Substantia nigra) 
jPool 


3 6 


Liver 


0.4 


jBrain (Thalamus) Pool 


3.9 


Fetal Liver ! 


26.8 


jBrain (whole) 


1.1 


Liver ca. HepG2 


11.3 


jSpinal Cord Pool 


5.0 


Kidney Pool 


23.2 


jAdrenal Gland 


3.3 


Fetal Kidney 


42.9 


jPituitary gland Pool 


4.5 


Renal ca. 786-0 


41.5 


] Salivary Gland 


0.9 


Renal ca. A498 


12.9 


(Thyroid (female) 


4.2 


Renal ca. ACHN j 


20.2 


(Pancreatic ca. CAPAN2 


20.7 


Renal ca.UO-31 


29.7 


(Pancreas Pool 


19.8 



Table AZD. Panel 4.1D 



Tissue Name 


Rel. Exp.(%) 
Ag3437, Run 
169839068 


Tissue Name 


Rel. Exp.(%) 
Ag3437, Run 
169839068 


Secondary Thl act 


44.8 


HUVEC IL-lbeta 


23.2 


Secondary Th2 act 


57.8 


HUVEC IFN gamma 


26.2 


Secondary Trl act 


60.7 


HUVEC TNF alpha + IFN 
gamma 


18.6 


Secondary Thl rest j 


10.2 


HUVEC TNF alpha + IL4 


16.7 


Secondary Th2 rest 


14.3 


HUVEC IL-11 


10.9 


Secondary Trl rest 


13.9 


Lung Microvascular EC 
none 


28.1 


Primary Thl act 


37.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


25.3 


Primary Th2 act ! 


34.9 


Microvascular Dermal EC 
none 


19.9 


Primary Trl act 


39.0 


Microsvasular Dermal EC j 
TNFalpha + IL-lbeta 


17.3 


Primary Thl rest 


17.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


20.9 


Primary Th2 rest 


14.7 


Small airway epithelium 
none 


4.9 


Primary Trl rest 


23.2 


Small airway epithelium 
TNFalpha + IL-lbeta 


20.4 


CD45RA CD4 


39.0 


Coronery artery SMC rest 


10.7 
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lymphocyte act 








CD45RO CD4 
lymphocyte act 


37.4 


Coronery artery SMC 

TNFalpha + IL-lbeta 


10.7 


CD8 lymphocyte act 


31.9 


Astrocytes rest 


9i2 


Secondary CD8 
lymphocyte rest 


33.7 


Astrocytes TNFalpha + 
IL-lbeta 


6.4 


Secondary CD8 
lymphocyte act 


21.8 


KU-812 (Basophil) rest 


36.6 


CD4 lymphocyte none 


10.4 


KU-812 (Basophil) 
PMA/ionomycin 


100.0 


2ry Thl/Th2/Trl_anti- 
CD95 CHll 


15.7 


CCD 11 06 (Keratinocytes) 
none 


21.9 


LAK cells rest 


21.8 


CCD 11 06 (Keratinocytes) 
TNFalpha + IL-lbeta 


29.9 


T A f7~ 11 TT ^ 

LAK cells IL-2 


24. 1 


Liver cirrhosis 


6.0 


T A 17" — —11 — TT i TT 1 1 

LAK cells IL-2+IL-12 


33.2 


NC1-H292 none 


13.0 


LAK cells IL-2+IFN 
gamma 


38.4 


NCI-H292 IL-4 


25.2 


T A \7~ TT O _i. TT 1 O 

LAK cells IL-2+ IL-lo 


33.9 


NL1-H292 IL-9 


32.8 


LAK cells 
PMA/ionomycin 


9.3 


NCI-H292 IL-13 


26.2 


NK Cells IL-2 rest 


27.9 


■vt^t TMA^ rp\T 

NCI-H292 IFN gamma 


37.9 


Two Way MLR 3 day 


23.2 


HPAEC none 


13.7 


Two Way MLR 5 day 


25.3 


HPAEC TNF alpha + IL-1 
beta 


30.8 


Two Way MLR 7 day 


23.8 


Lung fibroblast none 


12.1 


PBMC rest 


9.1 


Lung fibroblast TNF alpha 

+ TT -1 hpta 


9.5 


PBMC PWM 


25.9 


Lung fibroblast IL-4 


11.7 


PBMC PHA-L 


27.7 


T 1"" 1- 1 1 j TT r\ 

Lung fibroblast IL-9 


19.3 


Ramos (B cell) none 


23.5 


Lung fibroblast IL-13 


11.2 


Ramos (B cell) 
ionomycin 


23.0 


Lung fibroblast IFN 
gamma 


19.5 


B lymphocytes PWM 


36.3 


Dermal fibroblast 
CCD1070 rest 


66.9 


B lymphocytes CD40L • 
and IL-4 


21.5 


Dermal fibroblast 
CCD1070 TNF alpha 


70.2 


EOL-1 dbcAMP 


21.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


46.3 


EOL-1 dbcAMP 
PMA/ionomvcin 


19.8 


Dermal fibroblast IFN 
gam ma 

bui & U 11U 


17.1 


Dendritic cells none 


10.2 


Dermal fibroblast IL-4 


21.5 


Dendritic cells LPS 


10.8 


Dermal Fibroblasts rest 


8.9 


Dendritic cells anti- 


9.1 


Neutrophils TNFa+LPS 


0.5 
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CD40 


1 








Monocytes rest 


j 

..J 


10.1 


NeutroDhils rest 


5.7 


Monocytes LPS 


1 

I 


11.6 


Colon 


5.5 


Macrophages rest 


.1- „ _ 


13.9 


Lung 


10.7 


Macrophages LPS 




15.7 


Thymus 


39.2 


HUVEC none 




11.8 


Kidney 


8.8 


HUVEC starved 


1 


18.7 







CNS_neurodegeneration_vl.O Summary: Ag3437 This panel confirms the expression of 
CG59435-01 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General screening panel vl. 4 Summary: Ag3437 The CG59435-01 is gene is 
ubiquitously exrpressed in this panel, with highest expression in a gastric cancer cell line 
(CT=26.5). In addition, significant levels of expression are evident in cell lines from brain 
cancer, colon cancer, ovarian cancer, breast cancer, prostate cancer and lung cancer. Thus, 
expression of this gene could be used as a marker to detect the presence of these cancers. 
Furthermore, therapeutic modulation of the expression or function of this gene may be 
effective in the treatment of these cancers. 

In addition, this gene is expressed at moderate to low levels in pituitary, adipose, 
adrenal gland, pancreas, thyroid, and adult and fetal skeletal muscle, heart, and liver. This 
widespread expression among metabolic tissues suggests that this gene product may play a 
role in normal neuroendocrine and metabolic and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

In addition, the CG59435-01 gene encodes a homologue of mouse NEDD1 protein. 

Nedd is an acronym of "neural precursor cell expressed developmentally and down-regulated" 

(Ref 1) The developmentally regulated mouse gene Neddl encodes a protein with similarities 

to the beta subunit of heterotrimeric GTP-binding proteins that has growth suppressing activity 

when overexpressed in various cultured cell types. Neddl mRNA is shown to be strongly 

expressed in early embryonic brain and may play a role in the differentiation-coupled growth 

arrest in neuronal cells (Ref. 2). The moderate to low levels (CT=30-33) in all regions of the 

central nervous system examined suggest that this gene product may also play a role in the 
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differentiation-coupled growth arrest in neuronal cells.Furthermore, this gene may play a role 
in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
multiple sclerosis, schizophrenia and depression. 

References: 

1. Kumar S, Tomooka Y, Noda M. (1992) Identification of a set of genes with 
developmentally down-regulated expression in the mouse brain. Biochem Biophys Res 
Communl85(3):1155-61 

2. Kumar S, Matsuzaki T, Yoshida Y, Noda M (1994) Molecular cloning and 
biological activity of a novel developmentally regulated gene encoding a protein with beta- 
transducin-like structure. J Biol Chem 269(15):1 1318-26. 

Panel 4.1D Summary: Ag3437 The CG59435-01 is gene is ubiquitously exrpressed in this 
panel, with highest expression in the basophil cell line KU-812 treated with PMA/ionomycin 
(CT=27.9). This gene is expressed at high to moderate levels in a wide range of cell types of 
significance in the immune response in health and disease. These cells include members of the 
T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell 
family, as well as epithelial and fibroblast cell types from lung and skin, and normal tissues 
represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests 
that this gene product may be involved in homeostatic processes for these and other cell types 
and tissues. This pattern is in agreement with the expression profile in 
General_screening_panel_vl.4 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic may 
lead to the alteration of functions associated with these cell types and lead to improvement of 
the symptoms of patients suffering from autoimmune and inflammatory diseases such as 
asthma, allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid 
arthritis, and osteoarthritis. 

BA. CG59439-01 and CG59439-02: Xenobiotic/medium-chain fatty acid:CoA 
ligase form XL-III 
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Expression of gene CG59439-01 was assessed using the primer-probe set Ag3438, 
described in Table BAA. Results of the RTQ-PCR runs are shown in Table BAB. Please note 
that CG59439-02 represents a full-length physical clone of the CG59439-01 gene, validating 
the prediction of the gene sequence. 



Table BAA . Probe Name Ag3438 



Primers 


Sequences 


Length 


Start ] SEQID 
Position 1 NO: 


Forward 


5 ' -accccattaaccacttttgg-3 ' 


20 


938 j 553 


Probe 


TET-5 ' -tcatctatatatcgaatgattctgcagca- 
3 ' -TAMRA 


29 


964 554 


Reverse 


5 ' -gaacctgatgctggtgaaatc-3 ' 


21 


994 j 555 



Table BAB. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3438, Run 
198383568 


Tissue Name 


Rel. Exp.(%) 
Ag3438, Run 
198383568 


Secondary Thl act 


4.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


100.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


25.9 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL- 11 


0.0 


Secondary Tr l rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest j 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


9.4 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


7.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


13.8 


CD45RACD4 
lymphocyte act 


16.3 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 
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CD8 lymphocyte act 


0.0 


Astrocytes rest 


. 0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


25.9 


CD4 lymphocyte none 


12.9 


KU-812 (Basophil) 
PMA/ionomycin 


10.5 


2ry Thl/Th2/Trl_anti- 

LUIO v^xl 1 1 


0.0 


CCD 11 06 (Keratinocytes) 
none 


0.0 


LAK cells rest 


6.9 


K^y^u i i uo ^Jveraiinocyics ) 
TNFalpha + IL-lbeta 


0.0 


T AV TT 7 

lak. cells 1L-Z 


0.1 


Liver cirrnosis 


7A a 


T AV «n!1n TT 7-LTT 17 

LAK cells 1L-Z+1L- 1 L 


7 7 


XNUl-rizyz none 


a a 

U.U 


LAK cells IL-2+IFN 
gamma 


13.6 


NCI-H292 IL-4 


6.7 


T A V nolle TT 7-i- TT 1 S 
LAlV CeilS 1L-Zt IL-lo 


\AO 


iNiui-rizyz iL-y 


1 1 7 
11./ 


T A V nolle 

PMA/ionomycin 


0.0 


NCI-H292IL-13 


25.9 


W Polio TT 1 rpct 

in is. cens il-z resi 


a a 
u.u 


XT/^T U7Q7 TT7XT rrommo 

iNL/i-xizyz ir in gamma 


1 /.Z 


i wo w ay ivll.k j uay 


1 A Q 


iix/vi^^ none 


u.u 


Two Way MLR 5 day 


0.0 


HPAECTNF alpha + IL-1 
beta 


0.0 


i wo w ay iviliv / oay 


a n 
u.u 


Lung iiurooiasi none 


u.u 


PBMC rest 


4.4 


-Lung iiDroDiast iiNr aipna 
+ IL-lbeta 


0.0 


PBMC PWM 


2.7 


Lung fibroblast IL-4 


0.0 


PUIVvfr* PT-T A T 
rDMl rri/\-L 


Zl.Z 


Lung nDroDiast iL-y 


u.u 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-13 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


11.1 


Dermal fibroblast 
CCD1070 TNFalpha 


0.0 


EOL-1 dbcAMP 


12.2 


Dermal fibroblast 

rTT*1A7ATT 1 

LL/JJiu/u oeta 


0.0 


EUL-1 uDCAJVLr 

PMA/ionomycin 


0.0 


Dermal fibroblast lriN 
gamma 


0.0 


Dendritic cells none 


o.y 


Jjermai fibroblast IL-4 


A A 
U.U 


uenonuc cens l^o 


a a 
u.u 


jjermai riDroDiasts rest 


A A 
U.U 


J-ZwllUi lilC L/C/1 lo 01111" 

CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


6.4 


Neutrophils rest 


4.8 


Monocytes LPS 


0.0 


Colon 


5.5 
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Macrophages rest 




7,0 


Lung 


0.0 


Macrophages LPS 




0.0 


Thymus 


3.6 


HUVEC none 


,,! 


0.0 


Kidney 


22.4 


HUVEC starved 


1 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3438 Expression of the CG5 9439-02 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

General_screening_pane!_vl.4 Summary: Ag3438 Results from one experiment with the 
CG59439-02 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

Panel 4.1D Summary: Ag3438 Expression of the CG59439-02 gene is restricted to a sample 
derived from chronically activated Th2 cells (CT=33). 

Panel 4D Summary: Ag3438 Results from one experiment with the CG59439-02 gene are 
not included. The amp plot indicates that there were experimental difficulties with this run. 

BB. CG59354-01 and CG59354-02 and CG59354-03: phosducin-like protein 

Expression of gene CG59354-01 and variant CG59354-02 was assessed using the 
primer-probe set Ag3553, described in Table BBA. Results of the RTQ-PCR runs are shown 
in Tables BBB, BBC and BBD. Please note that CG59354-03 represents a full-length physical 
clone of the CG59354-01 gene, validating the prediction of the gene sequence. 



Table BBA. Probe Name Ag3553 



Primers 


Sequences 


, A Start ] SEQ ID 
Length ] Position J NO: 


Forward 


5 ' -tctatttccaggtcgctatcct-3 1 


22 j 1778 j 556 


Probe 


TET-5* -acgcacagatgtcagcaccaagactt-3 1 - 
TAMRA 


26 j 1822 | 557 


Reverse 


5 ' -ggaatttggattactcccagaa-3 1 


22 j 1852 j 558 



Table BBB . CNS_neurodegenerationvl.O 



Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 210641082 


Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 210641082 


AD 1 Hippo 


11.3 


Control (Path) 3 
Temporal Ctx 


3.7 


AD 2 Hippo 


17.8 


Control (Path) 4 
Temporal Ctx 


19.6 
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AD 3 Hippo | - .4.8 


AD 1 Occipital Ctx 


15.6 


AD 4 Hippo 4.6 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo j 70.2 


AD 3 Occipital Ctx 


4.5 


AD 6 Hippo j 55.5 


AD 4 Occipital Ctx 


12.5 


Control 2 Hippo J 20.3 


AD 5 Occinital Ctx 


28.7 


Control 4 Hippo j 14.5 


AD 6 Occipital Ctx 


32.1 


Control (Path) 3 _ n 
Hippo j /U 


control l Uccipitai 
Ctx 


3.5 


ajj l 1 emporal Ctx 


15.1 


control z uccipitai 
Ctx 


51.1 


AD 2 1 emporal Ctx 


too 

18.8 


Control 3 Occipital 
Ctx 


14.4 


AD 3 l emporal Ctx 


3.4 


control 4 Occipital 
Ctx 


4.7 


ajj 4 l emporal ctx 


1 1 H 
11./ 


control (ratn) 1 
Occipital Ctx 


64.6 


AD 5 Inf Temporal 
Ctx 


i An a 

100.0 


control (ratn) z 
Occipital Ctx 


8.0 


AD 5 SupTemporal 
Ctx 


50.7 


control (fatlij 5 
Occipital Ctx 


3.9 


AD 6 Inf Temporal 
Ctx 


69.7 


Control (.Path) 4 
Occipital Ctx 


11.8 


AD 6 Sup Temporal \ 

Ctx I 


oo.y 


Control l Parietal 
Ctx 


7.0 


Control 1 Temporal ; 
Ctx 


4.8 


control z ranetal 
Ctx 


41.2 


Control 2 Temporal ; 
Ctx 


26.6 


Control 5 ranetal 
Ctx 


12.0 


Control 3 Temporal \ 
Ctx 


9.1 


Control (Fatn) 1 
Parietal Ctx 


62.0 


Control 4 Temporal ] 
Ctx 


7.5 


Control (rath) 2 
Parietal Ctx 


21.6 


Control (Path) 1 
Temporal Ctx 


44.8 


Parietal Ctx 


3.5 


Control (Path) 2 
Temporal Ctx 


24.8 


Control (Path) 4 
Parietal Ctx 


41.8 



Table BBC . General_screening_panel_vl.4 



Tissue Name l^'^Xtoll^ 
j Run 217049381 


Tissue Name 


Rel. Exp.(%) Ag3553, 
Run 217049381 


Adipose j 5.2 


Renal ca. TK- 10 


40.6 


Melanoma* j . _ _ 
Hs688(A).T J 4UJ 


Bladder 


29.9 
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Melanoma* 


31.9 


Gastric ca. (liver met.) 


39.5 


Melanoma* Ml 4 


41.5 


Gastric ca. KATO HI 


55.9 


Melanoma* 
LOXIMVI 


37.1 


Colon ca. SW-948 


9.0 


Melanoma* SK- 


25.9 


Colon ca. SW480 


68.3 


Squamous cell 
Carcinoma ov^v^ h 


17.9 


Colon ca* (SW480 


23.5 


Tactic Prtnl 




Pnlnn ra HT9Q 

i^oion Ca. niZ7 


on n 


rTOSlaie Ca. ^DOuc 

met) PC-3 


31.4 


Colon ca.HCT-1 16 


66.0 


Prostate Pool 


9.0 


Colon ca. CaCo-2 


32.8 


r laCCnia 


a n 


i^uion cdnccr udduc 


1 7 4 


Uterus Pool 


5.5 


Colon ca. SW1116 


4.0 


Ovarian ca. 
OVCAR-3 


40.1 


Colon ca. Colo-205 


11.3 


Ovarian ca. SK-OV- ; 

3 ! 


47.3 


Colon ca. SW-48 


9.9 


Ovarian ca. 
OVCAR-4 


n.4 ; 


Colon Pool 


18.4 


Ovarian ca. 
OVCAR-5 


37.9 


Small Intestine Pool 


11.7 


Ovanan ca. IGROV- 
1 

1 \ 


25.0 


Stomach Pool 


14.9 


vjvdndn Ca. 
OVCAR-8 


16.6 


Bone Marrow Pool 


6.9 




in o 

1 v.Z 


rcuu neoix 


A K 


DlGaM Ca. iviv^r-/ 


AO fi 


ncdxi roui 


u.u 


OiCaol Ca. lvll_y/\- 

MB-231 


50.7 


Lymph Node Pool 


21.3 


Breast ca. BT 549 


81.8 


Fetal Skeletal Muscle 


3.8 


Breast ca. T47D 


85.9 


Skeletal Muscle Pool 


6.0 


orcasi ca. ivll//\-in 




opieen x^ooi 


1 \ Q 


Breast Pool 


17.3 


Thymus Pool 


n.i 


Trachea 


16.4 


CNS cancer (gho/astro) 
U87-MG 


44.4 


Lung 


5.3 


CNS cancer (gho/astro) 
U-118-MG 


45.4 


Fetal Lung 


33.7 


CNS cancer 
(neuro;met) SK-N-AS 


44.8 


Lung ca. NCI-N417 


5.8 


CNS cancer (astro) SF- 
539 


31.0 


Lung ca. LX-1 


22.7 


CNS cancer (astro) 
SNB-75 


100.0 
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Lung ca. NCI-H146 


16.7 


CNS cancer (glio) 


27.4 


Lung ca. SHP-77 


59.5 


\^iNo cancer ^gnuj or- 
295 


59.5 


Lung ca. A549 


41.5 


Brain (Amygdala) Pool 


8.3 


L/Ung ca. iNL/i-rio^o 


DM 


oFain ^cereDeiiurnj 


o.U 


l^ung Ca. iN^i-nzj 


D 1 .u 


Dial 11 ylddl) 




Lungca.NCI-H460 \ 


33.4 


Brain (Hippocampus) 
rooi 


10.7 


i^ung ca. rivji-oz 


01 Q 


i^ereorai cortex r 001 


IDA 


Lungca.NCI-H522 


17.8 


oiain ^oUDSianud nigrdj 
Pool 


11.0 


Liver 


0.5 


Brain (Thalamus) Pool 


16.6 


Fetal Liver 


18.3 


Brain (whole) 


11.8 


Liver ca. HepG2 


9.2 


Spinal Cord Pool 


11.7 


Kidney Pool 


29.5 


Adrenal Gland 


6.5 


Fetal Kidney 


16.2 


Pituitary gland Pool 


4.7 


Renal ca. 786-0 


57.0 


Salivary Gland 


9.2 


Renal ca. A498 


7.9 


Thyroid (female) 


8.3 


Renal ca. ACHN 


20.9 


Pancreatic ca. CAPAN2 


30.4 


Renal ca.UO-31 


29.1 


Pancreas Pool 


21.3 


Table BBD. Panel 4D 


I Rel. Exp.(%) 
Tissue Name 1 Ag3553, Run 
| 166487505 


Tissue Name 


Rel. Exp.(%) 
Ag3553, Run 
166487505 


Secondary Thl act j 45.4 


HUVEC IL-lbeta 


17.0 


Secondary Th2 act j 42.9 


HUVEC IFN gamma 


39.2 


Secondary Trl act j 58.6 


HUVEC TNF alpha + IFN 
gamma 


27.4 


Secondary Thl rest j 6.7 


HUVEC TNF alpha + IL4 


31.4 


Secondary Th2 rest j 14.5 


HUVEC IL-11 


23.7 


Secondary Trl rest j 15.0 


Lung Microvascular EC 
none 


41.2 


Primary Thl act 38.4 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


28.3 


Primary Th2 act 24.5 


Microvascular Dermal EC 
none 


59.0 


Primary Trl act j 32.8 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


23.5 


Primary Thl rest j 57.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


21.5 


Primary Th2 rest j 43.2 


Small airway epithelium 


5.8 
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1 


jnone 




Primary Trl rest 


39.0 


Small airway epithelium 
JTNFalpha + IL-lbeta 


52.5 


CD45RA LD4 
lvmnhorvte act 


25.5 


Jcorpnery artery SMC rest 


14.3 


CD45RO CD4 

Ivrnnhocvte act 


34.6 


jCoronery artery SMC 
TNFalnha + TT -Iheta 

1 llll (XI LJllCL ■ AA_r 


12.0 


CD8 lymphocyte act 


28.1 


jAstrocytes rest 


18.2 


Secondary CD8 
lymphocyte rest 


30.8 


jAstrocytes TNFalpha + 
JIL-lbeta 


11.3 


Secondary CD8 
lymphocyte act 


21.9 


KU-812 (Basophil) rest 


19.6 


CD4 lymphocyte none 


6.0 


KU-812 (Basophil) 
jPMA/ionomycin 


71.2 


2ry Inl/in2/Trl_anti- 
CD95CH11 


21.9 


CCD 1106 (Keratinocytes) 
jnone 


31.6 


LAK cells rest 


24.8 


IPPDl 1 06 fK era ti nor vtes^ 

JTNFalpha + IL-lbeta 


9.0 


I AK cells TL-2 




IT IVPf flTThrtCIC 
lAwiVCl I'UlllUSkio 


A 1 


T AK cells TT -2-hTT -12 


24 0 


IT linnc lrinn^v 


A ft 


LAK cells IL-2+IFN i 

c^CUlllllu. 


37.6 


|nCI-H292 none 


35.1 


T AK cells TT -2+ TT -1 8 1 

vvllQ AAj 1 AAv 1 O 


27 2 


1NPT-K2Q2 TT -4 

li^iK^l H^yZ. llw-*t 




T AK cells 
PMA/ionomycin 


16.8 


1 ■ 

NCI-H292 IL-9 

1 - ,„ _.. „. . ! 


49.0 


NK Cells IL-2 rest 


23.5 


INCI-H292 IL-13 


28.7 


Twn Wav MT R 1 Hav 




IlSjPT-TT2Q7 TFXI oamma 




Twn Wav MT R S Hav 


16 1 


IlTPAFP nrmp 

lAXT/VLiV' nunc 




Two Way MLR 7 day i 


17.6 


HP AEC TNF alpha + IL- 1 
Iheta 


27.2 


PBMC rest 


8 0 


IT 11110 fiVirrihlast nnnp 

I A-/ LAI 1 g AlL/i \JL/i<XO L llVJll^/ 


9 4 


PBMC PWM 


91.4 


IT una fihrnhlaQt TMF alnrta 

l+IL-l beta 


11.1 


PBMC PHA-T 


11 9 


IT nncr fihivVhlact TT .Zl 

|lwUilg AlUlUUlaal 1A-/"*t 


14 6 

-J*t.U 


Ramos (B cell) none 


29.5 


|Lung fibroblast IL-9 


21.3 


Ramos (B cell) 
ionomycin 


85.3 


|Lung fibroblast IL-13 


15.8 


B lymphocytes PWM 


100.0 


Lung fibroblast IFN 
jgamma 


39.2 


13 lymphocytes CD40L 
and IL-4 


33.0 


Dermal fibroblast 
|CCD1070 rest 


45.1 


EOL-1 dbcAMP 


35.8 


IDermal fibroblast 
|CCD1070 TNF alpha 


75.3 


EOL-1 dbcAMP 
PMA/ionomycin 


46.7 


[Dermal fibroblast 
|CCD1070 IL-1 beta 


37.4 
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Dendritic cells none 1 


14 3 

ITT. J 


Dermal fibroblast IFN 
gamma 


15 7 


Dendritic cells LPS j 


15.2 


Dermal fibroblast IL-4 


25.9 


Dendritic cells anti- | 
CD40 j 


22 2 


IBD Colitis 2 


1 4 


Monocytes rest j 


10.4 


IBD Crohn's 


1.5 


Monocytes LPS | 


16.7 


Colon 


16.7 


Macrophages rest | 


27.9 


Lung 


12.2 


Macrophages LPS j 


5.7 


Thymus 


28.7 


HUVEC none j 


29.5 


Kidney 


28.5 


HUVEC starved j 


67.4 







CNS_neurodegeneration_vl.O Summary: Ag3553 This panel confirms the expression of 
CG59354-03 gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

Gener alscreenin g pan el vl A Summary: Ag3553 The CG59354-03 gene is ubiquitously 
expressed in this panel, with highest expression in a brain cancer cell line (CT=25.9). In 
addition, significant levels of expression are seen in cell lines derived from colon, breast, 
ovarian, renal, lung, prostate, and melanoma cancers. Furthermore, higher levels of expression 
are seen in fetal liver and lung (CTs=27-28) when compared to expression in the adult tissues 
(CTs-30-33). The high levels of expression in fetal tissue and cancer cell lines, both of which 
are highly proliferative, suggests that this gene product may be involved in cell growth and 
differentiation. Therefore, therapeutic modulation of the expression or function of this gene 
may be effective in the treatment of cancer. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

In addition, this gene is expressed at high levels in all regions of the central nervous 

system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 

cerebral cortex, and spinal cord. The CG59354-03 gene encodes a splice variant of 
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phosphoducin-like protein (PHLP). PDCL is a putative modulator of heterotrimeric G 
proteins. It was initially isolated as the product of an ethanol-responsive gene in neural cell 
cultures (Ref. 1). PDCL shares extensive amino acid sequence homology with phosducin 
(PDG), a phosphoprotein expressed in retina and pineal gland that inhibits several G protein- 
coupled signaling pathways by binding to the beta-gamma subunits of G proteins. Therefore, 
this gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

References: 

1. Miles MF, Barhite S, Sganga M, Elliott M. (1993) Phosducin-like protein: an 
ethanol-responsive potential modulator of guanine nucleotide-binding protein function. Proc 
Natl Acad Sci U S A 90(22): 1083 1-5 

Panel 4D Summary: Ag3553 The CG59354-03 gene is ubiquitously expressed in this panel, 
with highest expression in B cells treated with polk-weed mitogen (CT=27.2). In addition, this 
gene is expressd at is expressed at high to moderate levels in a wide range of cell types of 
significance in the immune response in health and disease. These cells include members of the 
T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell 
family, as well as epithelial and fibroblast cell types from lung and skin, and normal tissues 
represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests 
that this gene product may be involved in homeostatic processes for these and other cell types 
and tissues. This pattern is in agreement with the expression profile in 
General_screening_j>anel_vl.4 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic may 
lead to the alteration of functions associated with these cell types and lead to improvement of 
the symptoms of patients suffering from autoimmune and inflammatory diseases such as 
asthma, allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid 
arthritis, and osteoarthritis, 

BC. CG59319-01 and CG59319-02: phosducin-like protein 

Expression of gene CG593 19-01 was assessed using the primer-probe set Ag3544, 
described in Table BCA. Results of the RTQ-PCR runs are shown in Tables BCB and BCC. 
Please note that CG593 19-02 represents a full-length physical clone of the CG593 19-01 gene, 
validating the prediction of the gene sequence. 
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Primers 


Sequences 


Length 


Start 
Position | 


SEQ ID NO: 


Forward 


5 1 -tacagatcaagcatcccaatgt-3 ' 


22 | 


347 


559 


Probe 


TET-5 1 - 

tggttaaccagcatcttagtcttctagca-3 ' - 
TAMRA 


29 J 


375 


560 


Reverse 


5 ' -ttcacgatggctttaacaaatt-3 • 


22 | 


423 


561 



Table BCB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3544, 

Pun 71 70481 77 


Tissue Name 


ReL Exp.(%) Ag3544, 
rvun Ai / 










1VI C 1 di lUIIla 

Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.7 


Melanoma* M14 


0.0 


Gastric ca. KATO DI 1 


0.0 


ivicianonia 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.2 


iviciunorud oJS.- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


carcinoma SCC-4 


1.4 


v>/Oion ca. w *f ou 
met) SW620 


0.0 


i esns r 001 


1 nn ft 
1UU.U 


colon ca. xi l Zy 


U.U 


Prostate ca.* (bone \ 
meij rt-j 


0.0 


Colon ca. HCT-116 


0.3 


nuMoic ruui 






0 0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


1.2 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- ! 

3 i 


0.9 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV-j 
1 


0.2 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.0 
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orcoSl Ca. ivii^r / 


u.u 


ncdii ruui 


ho 

U.U 


MB-231 


0.2 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.3 


Skeletal Muscle Pool 


0.0 


oreasi ca. ivll//\-in 


u.u 


vnloort Tj/-v/^ 1 

opicen rooi 


U.U 


Breast Pool 


0.0 


Thymus Pool 


0.0 


Trachea 


0.5 


CNS cancer (gho/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.3 


Lungca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lungca.NCI-H146 


0.0 


CNS cancer (glio) 

CVTT) in 


0.0 


Lung ca. SHP-77 


0.0 


Cancer ^gnoj or- 

295 


0.2 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.2 


T una ra MPT TT^^ 


1 A 
1 .u 


ord in ^ccrcucuurnj 


u.u 


T una rn MPT T-f?^ 


n n 


D l dill yKsldl) 


u.u 


Lungca.NCI-H460 


0.0 


Brain (Hippocampus) 

rOOl 


0.0 


L,ung ca. riwr-oz 


u.u 


v^ereorai uonex rooi 




Lung ca. NCI-H522 


0.0 


Brain (Substantia nigra) 
Pool 


0.0 


Liver 


0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


0.0 


Adrenal Gland 


0.0 


Fetal Kidney 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


1.6 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.2 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


0.0 



Table BCC . Panel 4. ID 





Rel. Exp.(%) 




Rel. Exp.(%) 


Tissue Name 


Ag3544, Run 


Tissue Name 


Ag3544, Run 




169850546 




169850546 
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oeconaary ini aci 


U.U 


wu v tsc iL- 1 oeta 


A A 
U.U 


oeconaary inz aci 


U.U 


ii u vea^ ir in gamma 


f\'f\ 

U.U 


Secondary Trl act 


0.0 


xiuviii^ iiNr aipna t- ir in 
gamma 


0.0 


oeconcary ini rest 


n a 
U.U 


tjt TKrTir* TXTTT olnVko -i- TT A 

riuviiL. ir>r aipna + 1L4 


U.U 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


2.6 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest j 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
1 iMr aipna + IL- 1 beta 


0.0 


CD8 lymphocyte act j 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


100.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


61.1 


2ry Thl /Th2/Trl_anti- 

nr\OC pTT 1 1 

KAJyo Cril 1 


0.0 


CCD 1106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


LAJJ1 lUo (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


i-i/\JV ecus 


A A 
U.U 


Liver cirrhosis 


A A 

U.U 


T Alf o<=»11c TT 04-TT 10 
LAJV CeilS IL-Z'rJ.L-lZ 


a a 
U.U 


XTPT T-IOOO r\A«ci 

rsLsl-riZyl none 


A A 

U.U 


LAK cells IL-2+IFN | 
gamma 


0.0 


NCI-H292 IL-4 


0.0 


T A V 1 « TT Ox TT 1 O 

LAK cells 1L-Z+ JL-lo 


U.U 




A A 

0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292EFN gamma 


0.0 


Two Way MLR 3 day j 


0.0 


HPAEC none 


0.0 


Two Way MLR 5 day 


0.0 


HPAECTNF alpha + IL-1 


0.0 



780 



WO 02/072757 



PCT/US02/06908 







UCla 




Two Wav MT R 7 Hav 




j^uxig HDiODiaSi nunc 


U.U 


PBMC rest 


0.0 


i^ung iiuroDiasi liNr aipna 
+ IL-1 beta 


0.0 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


0.0 






T 11*1 tf» T1 ^»*/"\V\1 not TT O 

i^ung xiDroDiasi iL»~y 


a a 

U.U 


Ramos (B cell) none 


0.0 


Lung fibroblast IL- 13 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 

PfTH 070 TT 1 Kpta 


0.0 


FOT -1 rihrAMP 

PMA/ionomycin 


0.0 


ueiinai iiDrODiasi iriN 
gamma 


0.0 


T^pnHntiP pp11c tir*tip 

J-SWillll HlLs I'WilD nunc 


Kf.V 


Tionn 1 1 -fi rA**/"* r\ 1 o o*f TT /d 

L/ciniai noroDiasi LLt-*t 


A A 

u.u 


DpnHritir ppIIq T 




i^eiiudi riDroDiosis resi 


A A 
U.U 


T*lpriHritiP r*p11c unti- 

CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.0 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3544 Expression of the CG59319-02 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General screening panel vL4 Summary: Ag3544 Expression of the CG59319-02 gene is 
restricted to a sample derived from the testis (CT=29.8). Thus, expression of this gene could 
be used to differentiate between this sample and other samples on this panel and as a marker of 
testicular tissue. Furthermore, therapeutic modulation of the expression or function of this 
gene may be useful in the treatment of male infertility or hypogonadism. 

Panel 4.1D Summary: Ag3544 Expression of the CG59319-02 gene is restricted to samples 
derived from the basophil cell line KU-812 (CTs=32). Thus, expression of this gene could be 
used as a marker of this cell type. Furthermore, the specific pattern of expression of this gene 
suggests that therapeutic modulation of the expression or function of the protein encoded by 
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this gene may block or inhibit inflammation or tissue damage due to basophil activation in 
response to asthma, allergies, hypersensitivity reactions, psoriasis, and viral infections. 



BD. CG59576-01 : Olfactory Receptor 

Expression of gene CG59576-01 was assessed using the primer-probe set Ag3478, 
described in Table BDA. Results of the RTQ-PCR runs are shown in Table BDB. 



Table BDA . Probe Name Ag3478 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -tggaagtgtagccctgatgtac-3 ' 


22 


708 


562 


Probe \ 


TET-5 • -tgctcttctctgccaagtactccttt-3 ' - 
TAMRA 


26 


731 


563 


Reverse 


5 • -aaacattaggctgatggttgtg-3 ' 


22 


765 j 


564 



Table BDB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3478, Run 
166441540 


Tissue Name 


Rel. Exp.(%) 
Ag3478, Run 
166441540 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


9.0 


HUVEC IL- 11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RACD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 
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CD45ROCD4 

lvmnViorvte net 


0.0 


Corbnery artery SMC 
TMFailnha + TT -Iheta 


| 0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


1 o.o 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 1 2 (Basophil) 
PMA/ionomycin 


4.6 


2ry Thl/Th2/Trl_anti- ; 


2.6 


CCD ll 06 (Keratmocytes) 

nunc 


0.0 


LAK cells rest j 


0.0 


v^v^i^ i luo ^jvoiaiinocy icsj 
TNFalpha + IL-lbeta 


0.0 


T AK celk TT .9 

-Lv-TYXV Wdld LL^"aC 


\J.\J 


T i**1TTl**r\Cl c 

1^1 VCI LlllllUMo 


inn a 


T AK celk TT -2-hTT -1 2 


\J.\S 


T liTMic lriHri^\/ 




LAK cells IL-2+IFN 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-24- IL-1 8 


0 0 


NCT-H292 TT -4 


0 0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Wav MT R 1 dav 

i wu TT ay ivj-JL>Xv j via y 


0 0 


NPT-H2Q2 TFN oamma 
i>iVvi nx7Z. JLT IN gal nil la 


n n 

u.u 


Two Wav MT R S Hav 


0 0 


HP AFP none 


u.u 


Two Way MLR 7 day | 


0.0 


HPAECTNF alpha + IL-1 

UCla 


0.0 




0 0 


T 1111 cr fi V\T*r\V\1 oct nnrtf* 
LvUll^ llUIvJUlaol 11UI1C 




PBMC PWM 


0.0 


idling iiuiuuiaol ii^r aipxia 

+ BL-1 beta 


0.0 


PRMC PHA-T 




T iitifr filvr/Vm oof TT A. 
J_/UIlg llDlOUlaol 




Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL- 1 3 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 

P A l\ nn otn vp i n 


0.0 


Dermal fibroblast 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 


0.0 


Dendritic cells LPS 


0.0 


Dermal fibroblast IL-4 


0.0 


Dendritic cells anti- 
CD40 


0.0 


IBD Colitis 2 


25.7 
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Monocytes rest 


0.0 


IBD Crohn's 


24.3 


Monocytes LPS 


0.0 


Colon 


5.9 


Macrophages rest 


0.0 


Lung 


5.8 


Macrophages LPS 


0.0 


Thymus 


5.9 


HUVEC none 


0.0 


Kidney 


10.2 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3478 Expression of the CG59576-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General screenin g panel vl.4 Summary: Ag3478 Expression of the CG59576-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

General screening paneivl.5 Summary: Ag3478 Expression of the CG59576-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 4D Summary: Ag3478 Expression of the CG59576-01 gene is restricted to a sample 
derived from liver cirrhosis (CT=32.3). Furthermore, expression of this gene is not detected in 
normal liver in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene 
encodes a putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or 
inhibit fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR 
could also be used for the diagnosis of liver cirrhosis. 

Panel 5 Islet Summary: Ag3478 Expression of the CG59576-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shown.) 

BE. CG59557-01: Olfactory Receptor 

Expression of gene CG59557-01 was assessed using the primer-probe set Ag3470, 
described in Table BE A. Results of the RTQ-PCR runs are shown in Table BEB. 

Table BEA . Probe Name Ag3470 



Primers 


Sequences 


Length! 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ccaaccttctcagtgaacagaa-3 ' 


22 j 


413 


565 


Probe 


TET-5 ' -tctctttcataggttgcctcctgcaga-3 ' - 
TAMRA 


27 ; 


440 


566 


Reverse 


5 ' -ccgagtgagtggaagaagtaca-3 ' 


22 


467 


567 
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Tissue Name 


Rel. Exp.(%) 
Ag3470, Run 
166417125 


Tissue Name 


Rel.Exp.(%) 
Ag3470, Run 
166417125 


■Secondary inl act 


A A 

0.0 


riUViiC IL-loeta 


A A 

0.0 


Secondary Th2 act 


3.2 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL- 11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


3.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+IL-lbeta 


0.0 


Primary Thl rest 


2.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0,0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 Ivmohocvte none 


2.9 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl anti- 
CD95 CH11 


0.0 


CCD1 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD 11 06 (Keratinocytes) 
i iNraipna + i oeia 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL-12 j 


0.0 


Lupus kidney 


2.2 


LAK cells IL-2+IFN 
gamma 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-2+IL- 18 


3.2 


NCI-H292 IL-4 


0.0 
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LAK cells ■ -' 
PMA/ionomycin 


o.o : 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292IL-13 


0.0 


Two Wav MLR 3 dav 


00 


NCI-H292 IFN eamma 

iy \s± XXjfcr-7^, XX X^l £3 CXI 1111 Id 


v.v 


Two Wav MLR 5 dav 


00 


HP AFC none 

X XX -/kX-zV*/ UVUw 


n n 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 


0.0 


PRMP reef 




T liner "fil^TrtKI act nrtTio 

ivUJi^ liurouiaoi none 


n n 
u.u 


PBMC PWM 


2.7 


T una fiVtrrhKlaet T\TT7 qIt^Viq 

+ IL-1 beta 


0.0 


PBMC PHA-T 


0 0 

V.V 


T lino "fiVirrkKlact TT .A 
x^Ullg UUIUL/lctoL 1J-(-*t 


n n 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-1 3 


0.0 


B lymphocytes PWM 


6.5 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes GD40L 

ft - J TT A 

ana 1L-4 


2.2 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


bUL-1 abcAMF 


0.0 


Dermal fibroblast 


0.0 


P1M A /i nnnm vr i n 

X AYXXaJ XwIAVlll V wlXl 


rPD1070 TT -1 heta 


Dendritic cells none 


3.2 


Dermal fibroblast IFN 

gaJIUIla 


0.0 


npnHriHr r**llc T P^ 




TIattmoi ti V>t*/^k r\l opt 11 A 


n n 
u.u 


FipnHri fir* fpllc Q-nti- 

CD40 


0.0 


IBD Colitis 2 


19.6 


Monocytes rest 


0.0 


IBD Crohn's 


4.9 


Monocytes LPS 


6.3 


Colon 


13.9 


Macrophages rest 


21.6 


Lung 


14.8 


Macrophages LPS 


0.0 


Thymus 


2.2 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3470 Expression of the CG59557-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3470 Expression of the CG59557-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 4D Summary: Ag3470 Expression of the CG59557-01 gene is detected in a liver 

cirrhosis sample (CT = 32.2). Furthermore, expression of this gene is not detected in normal 

liver in Panel L4, suggesting that its expression is unique to liver cirrhosis. This gene encodes 
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a putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

BF. CG59555-01 : Olfactory Receptor 

Expression of gene CG59555-01 was assessed using the primer-probe set Ag3467, 
described in Table BFA. Results of the RTQ-PCR runs are shown in Tables BFB, BFC and 
BFD. 



Table BFA . Probe Name Ag3467 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ggcaaggaaagtcattcctaa-3 ' 


21 


953 


568 


Probe 


TET-5 • -tggtgtgacatttgactctccctcct-3 • - 
TAMRA 


26 


. 975 


569 


Reverse 


5 1 -tggtaccaagattccaggagat-3 1 


22 


1006 


570 



Table BFB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 210376517 


Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 210376517 


AD 1 Hippo 


4.6 


Control (Path) 3 
Temporal Ctx 


14.8 


AD 2 Hippo 


29.7 


Control (Path) 4 
Temporal Ctx 


15.2 


AD 3 Hippo 


10.7 


AD 1 Occipital Ctx 


14.5 


AD 4 Hippo 


28.9 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


21.6 


AD 3 Occipital Ctx 


14.5 


AD 6 Hippo 


100.0 | 


AD 4 Occipital Ctx 


14.8 


Control 2 Hippo 


8.8 


AD 5 Occipital Ctx 


13.7 


Control 4 Hippo 


35.6 


AD 6 Occipital Ctx 


10.3 


Control (Path) 3 
Hippo 


21.9 


Control 1 Occipital 
Ctx 


18.3 


AD 1 Temporal Ctx i 


28.3 


Control 2 Occipital 
Ctx 


7.9 


AD 2 Temporal Ctx 


37.4 


Control 3 Occipital 
Ctx 


16.2 


AD 3 Temporal Ctx 


7.4 


Control 4 Occipital 
Ctx 


24.0 


AD 4 Temporal Ctx 


28.3 


Control (Path) 1 


28.3 
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Occipital Ctx 




AD 5 Inf Temporal 
Ctx 


19.3 


Control (Path) 2 
Occipital Ctx 


10.1 


AD 5 SupTemporal ; 
Ctx 


33.4 


Control (Path) 3 
Occipital Ctx 


12.6 


AD 6 Inf Temporal ; 

Ctx ! 


39.8 


Control (Path) 4 
Occipital Ctx 


14.3 


AD 6 Sup Temporal ; 
Ctx 


83.5 


Control 1 Parietal 
Ctx 


8.7 


Control 1 Temporal 
Ctx 


14.4 


Control 2 Parietal 
Ctx 


22.2 


Control 2 Temporal | 
Ctx 


13.6 


Control 3 Parietal 
Ctx 


9.8 


Control 3 Temporal \ 
Ctx 


11.8 


Control (Path) 1 
Parietal Ctx 


33.2 


Control 4 Temporal \ 
Ctx 


16.0 


Control (Path) 2 
Parietal Ctx 


12.4 


Control (rath) 1 
Temporal Ctx 


24.3 


Control (rath) i 
Parietal Ctx 


19.6 


Control (Path) 2 
Temporal Ctx 


6.1 


Control (Path) 4 
Parietal Ctx 


12.9 



Table BFC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 217119371 


Tissue Name 


Rel. Exp.(%) Ag3467, 
Run 217119371 


Adipose 


11.6 


Renal ca. TK-10 


14.6 


Melanoma* 
Hs688(A).T 


27.0 


Bladder 


14.1 


Melanoma* 
Hs688(B).T | 


27.9 


Gastric ca. (liver met.) | 
NCI-N87 


3.2 


Melanoma* M14 1 


11.2 


Gastric ca. KATO III j 


2.1 


Melanoma* j 
LOXIMVI j 


0.0 


Colon ca. SW-948 


0.4 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


12.7 


Squamous cell 
carcinoma SCC-4 


1.8 


Colon ca.* (SW480 
met) SW620 


10.4 


Testis Pool 


7.0 


Colon ca. HT29 


1-7. 


Prostate ca.* (bone 
met) PC-3 


15.2 


Colon ca.HCT-1 16 


7.9 


Prostate Pool 


9.7 


Colon ca. CaCo-2 


5.3 


Placenta 


1.7 


Colon cancer tissue 


3.6 


Uterus Pool 


5.1 


Colon ca. SW1116 


0.4 


Ovarian ca. 


4.1 


Colon ca. Colo-205 


0.2 
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OVCAR-3 | 






Ovarian ca. SK-OV- 
3 


16.2 




Colon ca. SW-48 


0.5 


Ovarian ca. 
OVCAR-4 


5.2 




Colon Pool 


20.6 


Ovarian ca. 
OVCAR-5 


13.9 




Small Intestine Pool 


26.8 


Ovarian ca. IGROV- 

1 
1 


0.0 




Stomach Pool 


19.5 


Ovarian ca. 

r\\ AT) o 


9.5 , 




Bone Marrow Pool 


16.7 


Ovary 


O A 

8.4 


J 


rcldl rlCali 


Zj.J 


Breast ca. MCr-7 


A O 

0.8 




neon .TOOr 


11./ 


Breast ca. MDA- 
MB-231 


26.2 




Lymph Node Pool 


31.9 


Breast ca. BT 549 


0.0 




Fetal Skeletal Muscle 


7.1 


Breast ca. 1 4 / u 


10 0 
lo.Z 


[Skeletal Muscle Pool 


1.8 


Breast ca. MDA-N 


10.9 


jSpleen Pool 


99 A 


Breast Pool 


26.6 


jThymus Pool 


25.9 


Trachea 


9.5 




CNS cancer (glio/astro) 
U87-MG 


0.4 


Lung 


12.4 


|CNS cancer (glio/astro) 
JU-118-MG 


0.2 


Fetal Lung 


100.0 




CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lungca. NCI-N417 


0.0 




CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


11.6 




CNS cancer (astro) 
SNB-75 


1.5 


Lung ca. NCI-H146 


0.0 




CNS cancer (glio) 
SNB-19 


1.1 


Lung ca. SHP-77 


0.1 




CNS cancer (glio) SF- 
295 


20.0 


Lung ca. A54y 


1 A 

3.0 


jBrain (Amygdala) Pool 


1.9 


Lung ca. JNCl-lijzo 


A A 
0.0 


jBrain (cerebellum) 


1 n 


Lung ca. NCI-H23 


13.9 


jBrain (fetal) 


L.J 


Lung ca. NCI-H460 


5.4 


jBrain (Hippocampus) 
JPool 


0.2 


Lung ca. HOP-62 


6.7 


(Cerebral Cortex Pool 


1 .J 


Lung ca. NCI-H522 


0.0 


jBrain (Substantia nigra) 
(Pool 


1.6 


Liver 


0.1 


jBrain (Thalamus) Pool 


2.5 


Fetal Liver 


6.6 


jBrain (whole) 


1.1 


Liver ca. HepG2 


1.4 




Spinal Cord Pool 


4.5 
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Kidney Pool ] 


34.4 


{Adrenal Gland 


6.3 


Fetal Kidney j 


76.3 


jPituitary gland Pool 


4.5 


Renal ca. 786-0 I 

J mri 


28.1 


jSalivary Gland 

j . ... inri J ,„,.,. 


1.8 


Renal ca. A498 | 


12.1 


jThyroid (female) 


13.4 


Renal ca. ACHN ] 


23.0 


{Pancreatic ca. CAPAN2 


1.0 


Renal ca.UO-31 j 


25.0 


jPancreas Pool 


27.2 



Table BFD. Panel 4D 



Tissue Name 


ReL Exp.(%) 
Ag3467, Run 
166417105 


Tissue Name 


Rel. Exp.(%) 
Ag3467, Run 
166417105 


Secondary Thl act 


2.4 


HUVEC IL-lbeta 


1.5 


Secondary Th2 act 


5.1 


HUVEC IFN gamma 


18.2 


Secondary Trl act 


7.2 


HT TVFP TTsTF alnha + TFN 
gamma 


6.2 


NprntiH or\7 * 1 n 1 Tv»ct 
occuiiuoiy 1111 i wo i 


1 R 1 
1 o.z. 


TTTTVFr TNF alnha + TT.4 


1 7 

1 . / 


Secondary Th2 rest 


14.6 


HUVEC IL-11 


1.8 


Secondary Trl rest 


22.1 


Limg Microvascular EC 
none 


0.6 


Primary Thl act 


1.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.3 


Primary Th2 act 


9.0 


Microvascular Dermal EC 
nunc 


0.1 


Primary Trl act 


7.2 


Microsvasular Dermal EC 


0.5 


Primary Thl rest 


100.0 


Bronchial epithelium 

1 INT dip lid T* l±s 1 Dcla 


1.5 


Primary Th2 rest 


38.7 


Small airway epithelium 
nunc 


1.6 


Primary Trl rest 


28.1 


Small airwav pnitViplium 

TNFalpha+ IL-lbeta 


6.6 


CD45RA CD4 
lymphocyte act 


1.9 


Coronery artery SMC rest 


4.5 


CD45RO CD4 
lymphocyte act 


8.7 


Coronery artery SMC 
TNFalpha + IL-lbeta 


5.1 


CD8 lymphocyte act 


4.0 


Astrocytes rest 


0.4 


Secondary CD8 
lymphocyte rest 


7.5 


Astrocytes TNFalpha + 
IL-lbeta 


1.7 


Secondary CD8 
lymphocyte act 


4.7 


KU-812 (Basophil) rest 


0.7 


CD4 lymphocyte none 


9.3 


KU-812 (Basophil) 
PMA/ionomycin 


3.2 


2ry Thl/Th2/Trl_anti- 


52.5 


CCD 1 106 (Keratinocytes) 


1.5 



790 



WO 02/072757 



PCT/US02/06908 



rnos phi 1 








LAK cells rest 


4.6 


rCDl 106 flCeratinocvtes) 
TNFalpha + IL-lbeta 


16.4 


Lf/YTw CCila LLf-<£ 


1 s 1 


T ivpr PirrhnQi** 

J^lVCl WllliiVJSlO 


14 6 


T AV ppIIc TT -94-TT -1 1 
Cello LL.-Z » 11-r* 1 X 


O.J 


T nmic ItiHtipv 


17 6 


LAK cells IL-2+IFN 

gamma 


10.9 


NCI-H292 none 


4.6 


T ntxUc TT 0-1- TT 1ft 

i^/vtv ceils ll-z^ iiv- i o 




MPT-TT909 TT -4 


S 9 


PMA/ionomycin 


1.1 


NCI-H292 IL-9 


5.6 


NK Cells IL-2 rest 


3.1 


NCI-H292IL-13 


2.3 


Tit/A Wflv \4T ft ^ Mnv 
i WO Way 1V1J_/I\. j KXay 


1 1 0 


NfT-H292 TFN ramma 


1 5 


1 WO W ay IVlJ^iv j Uay 


O. v 


fTPAFPnnne 




Two Way MLR 7 day 


6.7 


HPAECTNF alpha + IL-1 j 

Uvia 


10.5 


i r>iviv^ res i 




l^UIlg 11U1OU105L IlUIlW 




PBMC PWM 


4.2 


T nn<7 fiHroKlflQt TWF nlnVta 

+ IL-1 beta 


5.9 


PUMP PTTA-T 


j . i 


T liner fihroHlimt TT -4 


5 6 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


5.6 


Ramos (B cell) 
ionomycin 


0.1 


Lung fibroblast IL-1 3 


5.1 


B lymphocytes PWM 


6.0 


T /7" 1 11 . Tp\T 

Lung fibroblast IFN 
gamma 


7.9 


B lymphocytes CD40L 
andIL-4 


6.5 


Dermal fibroblast 
CCD 1070 rest 


4.5 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 

CCD 1070 TNFalpha j 


21.6 


EOL-1 dbcAMP 

riVLrSJ lununiyLin 


0.0 


Dermal fibroblast 
rrni070 n -i beta 


2.0 


Dendritic cells none 


0.4 


Dermal fibroblast IFN 

^dl III I Id 


3.5 


L^enuriLic ecus Lro 


n 1 

I/. X 


T^prmoi ■hV^TV^Vwcict TT -/! 
UCIIUal liUlOUlaol 1J-/ *t 


6 0 


jjenunuc ecus anil- 
CD40 


0.1 


IBD Colitis 2 


10.6 


Monocytes rest 


1.6 


EBD Crohn's 


1.8 


Monocytes LPS 


1.7 


Colon 


34.9 


Macrophages rest 


8.4 


Lung 


6.7 


Macrophages LPS 


1.2 


Thymus 


26.8 


HUVEC none 


2.6 


Kidney 


11.3 


HUVEC starved 


2.8 







CNS_neurodegeneration_vl.O Summary: Ag3467 The CG59555-01 gene encodes a 

putative GPCR. It is expressed at low to moderate levels in most of the samples used in this 
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panel. This panel confirms the expression of CG59555-01 gene at low levels in the brains of 
an independent group of individuals. However, no differential expression of this gene was 
detected between Alzheimer's diseased postmortem brains and those of non-demented controls 
in this experiment. Please see Panel 1.4 for a discussion of the potential utility of this gene in 
treatment of central nervous system disorders. 

General_screening_panel_vl.4 Summary: Ag3467 The CG59555-01 gene encodes a 
putative GPCR. It is expressed at low to moderate levels in large number of the samples used 
in this panel. Highest expression of this gene is detected in fetal lung (CT=28). Interestingly, 
this gene is expressed at much higher levels in fetal (CT = 28) when compared to adult lung 
(CT = 31). Therefore, expression of this gene can be used to distinguish fetal lung from adult 
lung and from other samples used in this panel. In addition, this gene is also expressed at much 
higher levels in fetal fetal liver (CT=32) as compared to adult liver (CT=38). Thus, expression 
of this gene can be used to distinguish fetal liver from adult liver. 

Among tissues with metabolic or endocrine function, this gene is expressed at low to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

This gene is also expressed at low levels in all regions of the central nervous system 
examined, including amygdala, substantia nigra, thalamus, cerebellum, cerebral cortex, and 
spinal cord. Several neurotransmitter receptors are GPCRs, including the dopamine receptor 
family, the serotonin receptor family, the GABAB receptor, muscarinic acetylcholine 
receptors, and others; thus this GPCR may represent a novel neurotransmitter receptor. 
Targeting various neurotransmitter receptors (dopamine, serotonin) has proven to be an 
effective therapy in psychiatric illnesses such as schizophrenia, bipolar disorder, and 
depression. Furthermore, the cerebral cortex and hippocampus are regions of the brain that are 
known to be involved in Alzheimer's disease, seizure disorders, and in the normal process of 
memory formation. Therefore, this gene may play a role in central nervous system disorders 
such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia 
and depression. 
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Panel 4D Summary: Ag3467 The CG59555-01 gene encodes a putative GPCR. Highest 
expression of this gene is detected in resting primary Thl cells (CT=27). This gene is 
expressed at moderate levels in a wide range of cell types of significance in the immune 
response in health and disease. These cells include members of the T-cell, B-cell, endothelial 
cell, macrophage/monocyte, and peripheral blood mononuclear cell family, as well as 
epithelial and fibroblast cell types from lung and skin, and normal tissues represented by 
colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests that this gene 
product may be involved in homeostatic processes for these and other cell types and tissues. 
This pattern is in agreement with the expression profile in General_screening_panel_vl.4 and 
also suggests a role for the gene product in cell survival and proliferation. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 

BG. CG59551-01 : Olfactory Receptor 

Expression of gene CG59551-01 was assessed using the primer-probe set Ag3463, 
described in Table BGA. Results of the RTQ-PCR runs are shown in Tables BGB and BGC. 

Table BGA . Probe Name Ag3463 



Primers 


Sequences 


Length 


Start jSEQ ID 
Position j NO: 


Forward 


5 ' -ctatggtttccagatgtttcca-3 1 


22 


78 j 571 


Probe 


TET-5 * -tagatgttccagctgcccatctctga-3 ' -TAMRA 


26 


105 j 572 


Reverse 


5 ' -attgtgagacacagctggattt-3 ' 


22 


132 j 573 



Table BGB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3463, 
Run 217067349 


Tissue Name 


Rel. Exp.(%) Ag3463, 
Run 217067349 


Adipose 


0.0 


Renal ca.TK-10 


9.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


11.2 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


13.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


0.0 
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Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
JVLbLO . 


43.8 


Colon ca. SW480 


11.6 


Squamous cell 
carcinoma bCC-4 


0.0 


Colon ca* (SW480 
met; bwozu 


0.0 


I estis rool 


o< o 


uoion ca. ri l zy 


A A 
U.U 


Prostate ca.* (bone 
meO PC-3 


0.0 


Colon ca. HCT-116 


10.7 


Prostate Pool 


7.2 


Colon ca. CaCo-2 


12.8 


Placenta 


IOC 


uoion cancer ussue 


A A 
U.U 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


100.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


11.9 


Colon Pool 


12.5 


Ovarian ca. 
OVCAR-5 


11.3 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 

1 

1 


26.1 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


a a 
U.U 


retai riean 


A A 
U.U 


Breast ca. MLr-/ 


a a 


Heart root 


A A 
U.U 


Breast ca. MDA- 
MB-231 


0.0 \ 


Lymph Node Pool 


23.2 


Breast ca BT 549 


20.3 ! 


Fetal Skeletal Muscle 


82.9 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


.Breast ca. mjja-in 


1 1 Q 


opieen root 


A A 
U.U 


Breast Pool 


12.5 


Thymus Pool 


0.0 


Trachea 


20.9 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


24.0 


Fetal Lung 


23.7 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 


38.2 


Lung ca. NCI-H 146 


0.0 | 


CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


8.8 


CNS cancer (glio) SF- 


33.2 
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295 




Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 




\J.\J 


Did.ni ^ccrcDciiuxnj 


u.u 


Lun^ca NCT-H23 


57 4 


Rrnin {fain)} 

.Drain ^icidj j 


HO.O 


Lung ca. NCI-H460 


31.2 i 


Brain (Hippocampus) 

rOOl 


21.3 


T una ru 

i^uiig La. nur 




v^ereorai uortex rooi 




Lung ca. NCI-H522 


14.4 


Drain ^oUDSianua nigra j 
Pool 


15.5 


Liver i 


0.0 


Brain (Thalamus) Pool 


• 14.1 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


5.0 


Spinal Cord Pool 


29.5 


Kidney Pool ; 


37.9 


Adrenal Gland 


14.8 


Fetal Kidney 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca. UO-31 


0.0 


Pancreas Pool 


12.2 



Table BGC. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3463, Run 
169839351 


Tissue Name 


Rel. Exp.(%) 
Ag3463, Run 
169839351 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


1.3 ' 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


2.6 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


1.4 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.6 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 
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CD45RA CD4 

IvmnVinrvtp Jict 
ljriiiuiiUv' y it< a^i 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

IvmnnnpvtP opt 


0.0 


Coronery artery SMC 
TNFaloha + TL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


7.2 


CD4 lymphocyte none ; 


0.0 


T/"T T Oil /T"> 1_ * 1\ 

KU-812 (Basophil) 
PMA/ionomycin 


100.0 


2ry Thl/Th2/Trl_anti- ; 


0.0 


CCDl 1 06 (Keratmocytes) 

nunc 


0.0 


LAK cells rest 


0.0 


k^k^lj 1 1 uo ^ivcr dimuvy tea j 
TNFalpha + IL-lbeta 


. 1.1 


LAK celk TT -2 


00 


T ivpr rirrtinQiQ 


1 2 


I AK celk IL-2+TI -12 


00 

v/.v 


NCT-H292 none 


0 0 


LAK cells IL-2+IFN 

ElUllXlliCl 


0.0 


NCI-H292 IL-4 


0.0 


LAK celk TI -2+ TT -1 8 

ijiVlv VvllO XX^r ^ > XJ-i 1 O 


00 


NCT-H292 II -9 


0 0 

V/.V/ 


T AK celk 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


0.0 


MK' fV11c TT -9 rpct 


00 


NPT-H2Q2 TFM oammfl 

1 1 V^l JLT IN gall 111 id. 


0 0 


I WO W ay iVx-Uiv j Way 


1 .J 


Jxr/vCr^ nunc 


1 9 


Two Way MLR 5 day j 


0.0 


HPAECTNF alpha + IL-1 

UCld 


0.0 


T W o Wav MT R 7 dav 

x w\j yv ay ivxj— /x v / vioy 


00 


T litiir fihrnhlflQt nnnf* 


1 0 

X . \J 


PBMC rest 


0.0 


T liTitr fiHrnVilHQt * I WF alnha \ 
x^ixixti liuiuuiaji i iii aiLtiia , 

+ IL-lbeta 


0.0 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


0.0 


PRMP PHA-T 


0 0 

V/.V 


T ntity fiKrfVhlact TT -0 

Xwlillg liUl VJUIaoL 1L/ y 


0 0 


Ramos (B cell) none 


1.3 


Lung fibroblast IL- 1 3 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast EFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


1.2 


Dermal fibroblast 
CCD1070 TNFalpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
rrni 070 n -1 heta 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic cells none 


6.1 


Dermal fibroblast EL-4 


0.0 


Dendritic cells LPS 


0.0 


Dermal Fibroblasts rest 


0.0 
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Dendritic cells anti- 1 
CD40 J 


1.2 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest j 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS j 


0.0 


Colon 


0.5 


Macrophages rest ] 


4.1 


Lung 


0.0 


Macrophages LPS j 


0.0 


Thymus 


0.0 


HUVEC none j 


0.0 


Kidney 


2.3 


HUVEC starved j 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3463 Expression of the CG59551-01 gene is 
low/undetectable in all the samples on this panel. (Data not shown.) 



Genera^screeningjianel^vl^ Summary: Ag3463 The CG59551-01 gene encodes a 
putative GPCR. Highest expression of this gene is detected in an ovarian cancer cell line SK- 
OV-3 (CT=34). In addition, low expression of this gene is also observed in fetal skeletal 
muscle (CT= 34.4), one of the lung cancer cell line (CT= 34.9), and testis (CT= 34.3). Thus, 
expression of this gene can be used to distinguish these sample from other samples used in this 
panel. In addition, therapeutic modulation of the activity of the GPCR encoded by this gene 
may be useful in the treatment of ovarian and lung cancer, fertility, hypogonadism, and muscle 
related diseases. 

Panel 4.1D Summary: Ag3463 The CG59551-01 gene encodes a putative GPCR. Highest 
expression of this gene is seen in KU-812 cells treated with PMA/ionomycin (CT=30.86). 
Thus, expression of this gene can be used to distinguish this sample from other samples used 
in this panel. In addition, expression of this gene is high in KU-812 (basophils) cells treated 
with PMA/ionomycin (CT=30.86) as compared to resting KU-812 cells (CT=34.66). 
Therefore, expression of this gene can be used to distinguish resting from PMA/ionomycin 
treated- basophils. It is known that GPCR-type receptors are important in multiple 
physiological responses mediated by basophils (ref. 1). Therefore, antibody or small molecule 
therapies designed with the protein encoded for by this gene could block or inhibit 
inflammation or tissue damage due to basophil activation in response to asthma, allergies, 
hypersensitivity reactions, psoriasis, and viral infections. 

References: 
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1 . Heinemann A., Hartnell A., Stubjbs V.E., Murakami K., Soler D., LaRosa G., 
Askenase P.W., Williams T.J., Sabroe I. (2000) Basophil responses to chemokines are 
regulated by both sequential and cooperative receptor signaling. J. Immunol. 165: 7224-7233. 

BH. CG59540-01 : OLFACTORY RECEPTOR 

Expression of gene CG59540-01 was assessed using the primer-probe sets Ag3460 and 
Agl519, described in Tables BHA and BHB. Results of the RTQ-PCR runs are shown in 
Tables BHC, BHD and BHE. 



Table BHA . Probe Name Ag3460 



Primers 


Sequences jLength 


Start 
Position i 


SEQ ID 
NO: 


Forward 


5 ' -tcagtgcagagatggagatctt-3 ' j 22 


-97 


574 


Probe 


TET-5 • -tgcatcttctccctgttatatctcttca-3 ' - | ?R 
TAMRA j Z ° 


126 


575 


Reverse 


5 1 -gacagatgagtcccatgttcat-3 ' j 22 


171 


576 


Table BHB. Probe Name Ael519 


Primers! Sequences 


Length 


Start j SEQ ID 
Position J NO: 


Forwardp ' -cctggccctcataaatctaatt-3 ' 


22 : 


503 j 577 


, Jtet-5 ■ -ctccttctaaggctgcccttctgtgg-3 * - 
WODe JTAMRA 


26 \ 


525 j 578 


Reverse |s ' -acagacagaatttcaccgaaga-3 ' 


22 : 


571 j 579 



Table BHC. Panel 1.2 



Tissue Name 


Rel. Exp.(%) Agl519, 
Run 142098791 


Tissue Name 


Rel. Exp.(%) AglS19, 
Run 142098791 


Endothelial cells 


0.0 


Renal ca. 786-0 


32.1 


Heart (Fetal) 


1.3 


Renal ca. A498 


10.7 


Pancreas 


1.5 


Renal ca. RXF 393 


7.5 


Pancreatic ca. CAP AN 
2 


3.6 


Renal ca. ACHN 


10.2 


Adrenal Gland 


4.7 


Renal ca.UO-31 


26.8 


Thyroid 


0.4 


Renal ca. TK-10 


14.0 


Salivary gland 


27.7 


Liver 


7.2 


Pituitary gland 


0.0 


Liver (fetal) 


3.5 


Brain (fetal) 


0.0 


Liver ca. 

(hepatoblast) HepG2 


0.9 
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.Drain ^wnoicj 




T liner 


0 0 


Brain (amygdala) 


0.0 


Lung (fetal) 


1.3 


Brain (cerebellum) 


0.0 


Lung ca. (small cell) 
LX-1 


22.8 


Brain (hippocampus) 


0.3 


Lung ca. (small cell) 
NCI-H69 


11.5 


Brain (thalamus) 


0.2 


Lung ca. (s.cell var.) 
SHP-77 


0.0 


Cerebral Cortex 


0.3 


Lung ca. (large 
cell)NCI-H460 


2.3 


Spinal cord 


0.0 


Lung ca. (non-sm. 
cell) A549 


5.1 


glio/astro U87-MG 


0.4 


Lung ca. (non-s.cell) 
NCI-H23 


7.7 


glio/astroU-118-MG 


0.9 


Lung ca. (non-s.cell) 
HOP-62 


6.8 


astrocytoma SW1783 


0.0 


Lung ca. (non-s.cl) 
NCI-H522 


0.9 


neuro*; met SK-N-AS 1 


0.0 


Lung ca. (squam.) 


52.1 


astrocytoma SF-539 


0.0 


Lung ca. (squam.) 

MPT W^O^ 


4.1 


astrocytoma SNB-75 j 


0.0 


Mammary gland 


11.8 


glioma SNB-19 


4.0 


Breast ca.* (pl.ef) 
MCF-7 


11.3 


glioma U251 


0.0 


Breast ca.* (pl.ef) 

iVJJLr /\-lVJLD -lj 1 


1.4 


glioma SF-295 


2.8 


oreasi ca. [pi. eij 
T47D 


6.3 


Heart 


13.9 


Breast ca. BT-549 


0.0 


oKciciai iviuscie 


u.z 


ore as i ca. jvllja-in 




Bone marrow 


0.7 


Ovary 


1.5 


Thymus 


0.0 


Ovanan ca. OVCAR- \ 
3 


12.4 


Spleen 


0.7 


Ovanan ca. OVCAR- 
4 


23.8 


Lymph node 


0.0 


Ovarian ca. OVCAR- 
5 


38.2 


Colorectal Tissue 


4.5 


Ovarian ca. OVCAR- 
8 


35.6 


Stomach 


2.6 


Ovanan ca. IGROV- 

1 
i 


2.4 


Small intestine 


2.6 


Ovarian ca. (ascites) 
SK-OV-3 


11.2 


Colon ca. SW480 


3.1 


Uterus 


1.7 
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Colon ca * SW620 
TSW480 met) 


12.3 


Placenta 


0.8 


Colon ca HT29 


12.3 


Prostate 


14.2 


Colon ca. HCT-116 


14.3 


Prostate ca.* (bone 
met) PC-3 


12.6 


Colon ca. CaCo-2 


11.5 


Testis 


0.4 


Colon ca. Tissue 
(OD03866) 


5.7 


Melanoma 
Hs688(A).T 


6.5 


Colon ca. HCC-2998 


100.0 


Melanoma* (met) 
Hs688fB) T 


12.2 


Gastric ca.* (liver 
met") NCI-N87 


15.7 


Melanoma UACC-62 


0.0 


Bladder 


95.3 


Melanoma M 14 


10.3 


Trachea 


1.0 


Melanoma LUA 
IMVI 


0.0 


Kidney 


55.9 


Melanoma* (met) 
SK-MEL-5 


0.0 


Kidney (fetal) 


7.7 







Table BHD. Panel 1. 3D 



Tissue Name 


Rel. Exp.(%) Agl519, 
Run 165529518 


Tissue Name 


Rel. Exp.(%) Agl519, 
Run 165529518 


Liver adenocarcinoma 


0.0 


Kidney (fetal) 


0.0 


Pancreas 


38.7 


Renal ca. 786-0 


8.1 


Pancreatic ca. CAP AN I 
2 


7.9 


Renal ca. A498 


0.0 


Adrenal gland 


29.9 


Renal ca. RXF 393 


29.7 


Thyroid 


26.6 


Renal ca. ACHN 


13.4 


Salivary gland 


0.0 


Renal ca.UO-31 


0.0 


Pituitary gland 


17.2 | 


Renal ca. TK-10 


16.8 


Brain (fetal) 


0.0 


Liver 


0.0 


Brain (whole) 


0.0 


Liver (fetal) 


27.4 


Brain (amygdala) 


0.0 


Liver ca. 

(hepatoblast) HepG2 


0.0 


Brain (cerebellum) 


0.0 


Lung 


0.0 


Brain (hippocampus) ' 


0.0 


Lung (fetal) 


15.6 


Brain (substantia nigra) 


0.0 


Lung ca. (small cell) 
LX-1 


50.7 


Brain (thalamus) 


0.0 


Lung ca. (small cell) 
NCI-H69 


0.0 


Cerebral Cortex 


0.0 


Lung ca. (s.cell var.) 
SHP-77 


25.0 


Spinal cord 


0.0 


Lung ca. (large 


26.1 
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|cell)NCI-H460 


glio/astro U87-MG 


n n jLung ca. (non-sm. 
|cell)A549 


0 0 


glio/astroU-118-MG 


0 n jLung ca. (non-s.cell) 
U JNCI-H23 


0 0 


astrocytoma SW1783 


0 0 |Lung ca. (non-s.cell) 
UU JHOP-62 


27 4 


neuro*; met SK-N-AS 


n 0 |Lung ca. (non-s.cl) 
JNCI-H522 


0 0 


astrocytoma SF-539 


n n jLung ca. (squam.) 
jSW 900 


18.0 


astrocytoma SNB-75 


n 0 jLung ca. (squam.) 
|NCI-H596 


0.0 


glioma SNB-19 


0.0 jMammary gland 


27.0 


glioma U251 


1 o o jBreast ca.* (pl.ef) 
]MCF-7 


27 0 


glioma SF-295 


0 0 jBreast ca.* (pl.ef) 
JMDA-MB-231 


45.7 


Heart (fetal) ] 


1 , . jBreast ca.* (pl.ef) 
|T47D 


13.7 


Heart 




Breast ca. r> 1 -549 


0.0 


oKciciai muscic ^ieiai ) 


0 0 


OlwaoL Wd. lVIJ_7/\-l>( 


13.8 


Skeletal muscle | 


18.8 


Ovary 


0.0 


Bone marrow 


0.0 


Ovarian ca. OVCAR- 
3 


0 0 


Thymus 


0.0 


Ovarian ca. OVCAR- 
4 


1 1 4 

1 I .*T 


Spleen 


0.0 


Ovarian ca. OVCAR- 
5 




Lymph node 


34.4 


Ovarian ca. OVCAR- 
8 


12 1 


Colorectal 


100.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach 


0.0 


Ovarian ca.* (ascites) 
SK-OV-3 


33.7 




0.0 


Uterus 


0.0 


Colon ca. SW480 


22.8 


Placenta 


17.6 


Colon ca.* 

o w o^u^o w*fou metj 


10.0 


Prostate 


0.0 


Colon ca. HT29 j 


16.7 


Prostate ca.* (bone 
met)PC-3 


0.0 


Colon ca HCT-116 


16.8 


Testis 


0.0 


Colon ca. CaCo-2 


15.6 


Melanoma 
Hs688(A).T 


15.1 


Colon ca. 


28.9 


Melanoma* (met) 


9.0 
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Hs688(B).T 1 


Colon ca. HCC-2998 


31.0 


Melanoma UACC-62] 


0.0 


Gastnc ca.* (liver met) 
NCI-N87 


36.6 


Melanoma M 1 4 1 


26.2 


Bladder 


51.4 


Melanoma LOX I 
IMVI | 


0.0 


Trachea 


0.0 


Melanoma* (met) 1 
SK-MEL-5 1 


14.1 


Kidney 


56.3 


Adipose ] 


0.0 



Table BHE. Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Agl519, Run 
145158010 


Tissue Name 


Rel. Exp.(%) 
Agl519, Run 
145158010 


Normal Colon 


81.8 


Kidney Margin 
8120608 


5.0 


CC Well to Mod Diff 
(OD03866) 


6.0 


Kidney Cancer 
8120613 


0.0 


CC Margin (OD03866) 


7.3 


Kidney Margin 
8120614 


1.9 


CC Gr.2 rectosigmoid 
(OD03868) 


5.8 


Kidney Cancer 
9010320 


7.6 


CC Margin (OD03868) 


0.0 


Kidney Margin 
9010321 


5.8 


CC Mod Diff (ODO3920) 


18.6 


Normal Uterus 


4.2 


CC Margin (ODO3920) 


10.6 


Uterus Cancer 06401 1 


47.3 


v^v^ vjr.z dscenci coion 
(OD03921) 


8.2 


Normal Thyroid 


21.6 


CC Margin (OD03921) 


4.8 


Thyroid Cancer 
064010 


42.3 


CC from Partial 
Hepatectomy (ODO4309) 
Mets 


47.6 


Thyroid Cancer 
A302152 


20.9 


Liver Margin (ODO4309) 


10.4 


Thyroid Margin 
A302153 


59.5 


Colon mets to lung 
(OD04451-01) 


12.2 


Normal Breast 


71.2 


Lung Margin (OD04451- 
02) 


6.5 


Breast Cancer 
(OD04566) , 


15.7 


Normal Prostate 6546-1 


11.6 


Breast Cancer 
(OD04590-01) 


19.9 


Prostate Cancer 
(OD04410) 


31.6 


Breast Cancer Mets 
(OD04590-03) 


41.5 


Prostate Margin 


25.5 


Breast Cancer 


33.7 
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(OD04410) 




Metastasis 
(OD04655-05) 




Prostate Cancer 
(OD04720-01) 


27.2 


Breast Cancer 064006 


27.0 


Prostate Margin 
(OD04720-02) 


31.4 


Breast Cancer 1024 


48.0 


Normal Lung 061010 


25.2 


Breast Cancer 
9100266 


3.3 


Lung Met to Muscle 
(OD04286) 


6.2 


Breast Margin 
9100265 


7.8 


Muscle Margin 


0.0 


Breast Cancer 


24.8 


Lung Malignant Cancer 
(OD03126) 


39.0 


Breast Margin 
A209073 


32.3 


Lung Margin (OD03126) 


12.0 


Normal Liver 


3.5 


Lung Cancer (OD04404) 


4.9 


Liver Cancer 064003 


56.6 


Lung Margin (OD04404) 


27.9 


Liver Cancer 1025 


7.2 


l^ung uancer {ujljiwdoj ) 


1 1 o 


uver cancer i uzo 


1 © 


Lung Margin (OD04565) 


1-4 


Liver Cancer 6004-T 


6.0 


Lung Cancer (OD04237- 
01) 


52.5 


Liver Tissue 6004-N 


0.0 


Lung Margin (OD04237- 

UZJ 


20.7 


Liver Cancer 6005-T 


5.6 


Ocular Mel Met to Liver 


5.6 


Liver Tissue 6005-N 


0.0 


Liver Margin (ODO4310) 


2.2 


Normal Bladder 


24.0 


Melanoma Mets to Lung 
(OD04321) 


0.0 


Bladder Cancer 1023 


3.3 


Lung Margin (OD04321) 


24.7 


Bladder Cancer 
A302173 


5.7 


Normal Kidney 


100.0 


Bladder Cancer 
(OD047 18-01) 


2.9 


Kidney Ca, Nuclear grade 
2 (OD04338) 


34.4 


Bladder Normal 
Adjacent (OD0471 8- 
03) 


0.0 


Kidney Margin 
(OD04338) 


54.7 


Normal Ovary 


3.9 


Kidney Ca Nuclear grade 
1/2 (OD04339) 


81.8 


Ovarian Cancer 
064008 


7.2 


Kidney Margin 
(OD04339) 


48.3 


Ovarian Cancer 
(OD04768-07) 


38.4 


Kidney Ca, Clear cell 
type (OD04340) 


11.0 


Ovary Margin 
(OD04768-08) 


5.1 


Kidney Margin 
(OD04340) 


56.6 


Normal Stomach 


11.4 
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Kidney Ca, Nuclear grade 
3 (OD04348) 


3.4 


Gastric Cancer 
9060358 


6.5 


Kidney Margin 
(OD04348) 


43.2 


Stomach Margin 
9060359 


0.0 


Kidney Cancer 
(OD04622-01) 


11.5 


Gastric Cancer 
9060395 


6.7 


Kidney Margin 
(OD04622-03) 


3.5 


Stomach Margin 
9060394 


4.5 


Kidney Cancer 
(OD04450-01) 


17.8 


Gastric Cancer 
9060397 


0.0 


Kidney Margin 
(OD04450-03) 


42.0 


Stomach Margin 
9060396 


6.7 


Kidney Cancer 8120607 


0.0 


Gastric Cancer 
064005 


16.6 



CNS_neurodegeneration_vl.O Summary: Ag3460 Expression of the CG59540-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. 



General_screening_panel_vl.4 Summary: Ag3460 Expression of the CG59540-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. 

Panel 1.2 Summary: Agl519 The expression of the CG59540-01 gene appears to be highest 
in a sample derived from a colon cancer cell line (HCC-2998) (CT=28.2). In addition, there is 
substantial expression associated with normal kidney and bladder. Thus, the expression of this 
gene could be used to distinguish these tissues from other tissues in the panel. In addition there 
was noted expression clustered in ovarian, renal and colon cancer cell lines. Therefore, 
therapeutic modulation of this gene, through the use of small molecule drugs, antibodies or 
protein therapeutics might be of use in the treatment of colon cancer, renal cancer or ovarian 
cancer. 

Among tissues with metabolic function, there is moderate expression in fetal and adult 
heart, adrenal, and pancreas. This expression suggests that therapeutic modulation of the 
expression or function of the protein encoded by this gene may be useful in the treatment of 
diseases that involve these tissues, including obesity and diabetes. 

In addition, there appears to be higher levels of expression in adult heart (CT=31) 
when compared to expression in fetal heart (CT=34.4). Thus, expression of this gene could be 
used to differentiate between adult and fetal heart tissue. Conversely, expression of this gene is 
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higher in fetal lung (CT=34.5) than in adult lung (CT=40). Thus, expression of this gene could 
also be used to differentiate between adult and fetal lung. 



Panel 1.3D Summary: Agl519 Significant expression the CG59540-01 gene is limited to a 
sample derived from colorectal tissue (CT=343). Thus, expression of this gene could be used 
to differentiate between this sample and other samples on this panel, and between colorectal 
tissue and other normal or malignant tissues. 

Panel 2D Summary: Agl519 The expression of the CG59540-01 gene in panel 2 appears to 
be highest in a samples derived from normal kidney tissue (CT-32). In addition there appears 
to be substantial difference in expression between normal kidney adjacent to cancer tissue and 
the cancer tissue itself. Thus, the expression of this gene could be used to distinguish normal 
kidney tissue from other samples in the panel. In addition, the expression of this gene could be 
used to distinguish normal kidney from malignant tissue. Moreover, therapeutic modulation of 
this gene, through the use of small molecule drugs, antibodies or protein therapeutics might be 
of use in the treatment of kidney cancer. 

Panel 4D Summary: Ag3460 Expression of the CG59540-01 gene is low/undetectable (CT 
values > 35) across the samples in this panel. 

BI. CG59280-01 and CG59280-02: OLFACTORY RECEPTOR 

Expression of gene CG59280-01 and CG59280-02 was assessed using the primer- 
probe set Ag3527, described in Table BIA. Results of the RTQ-PCR runs are shown in Table 
BIB. Please note that CG59280-02 represents a full-length physical clone of the CG5 9280-01 
gene, validating the prediction of the gene sequence. 

Table BIA . Probe Name Ag3527 



Primers 


Sequences 


Len th! Start 
8 j Position 


SEQ ID 
NO: 


Forward \ 


5 1 -atggccattgataggtacgtt-3 ' 


21 | 361 


580 


Probe 


TET-5 ' -catctgtaaccctctccgctacccaa-3 ' - 
TAMRA 


26 | 384 


581 


Reverse 


5 1 -ccacagagagctgaacacaga-3 ' 


21 j 428 


582 



Table BIB. Panel 4D 



Tissue Name 



Rel. Exp.(%) 



Tissue Name 
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Arf527. Run 
166446354 




Ae3527 Run 

rlgJJ« / 9 i\Uu 

166446354 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


00 


Secondary Th2 act 


0.0 


HUVEC EFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF aloha + IFN 

i.1 W T JUV -J. X^JL MIL/ lit* J-L JL H 

gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF aloha + IL4 


0 0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


2.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


4.2 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


4.2 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha+ IL-lbeta 


0.0 


lvmnhocvte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

Ivmnhocvte act 


0.0 


Coronery artery SMC 
TNFalnha + TL- 1 beta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


secondary CDo 
lymphocyte rest 


0.0 


Astrocytes IN r alpha + \ 
IL-lbeta 


0.0 


secondary CDS 
lymphocyte act \ 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none : 


4.4 


T/T T Ol ^ /T> ~ — L. .! 1 \ 

KU-812 (Basophil) 
PMA/ionomycin 


0.0 


ivy 1 n 1 / 1 till l r l_anti- 
CD95CH11 


0.0 


1 1 (\C fT7'—— — 4.1- % .—. — , r ± — — \ 

LLU1 1U6 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD 1 106 fKeratinbcvtes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 


LAK cells IL-2+IL- 1 2 


0 0 


T iittiiq k*iHnf*v 


0 0 


LAK cells IL-2+IFN 

gamma 


5.1 


NCI-H292 none 


0.0 


LAK cells IL-2+IL- 18 i 


0.0 


NCI-H292IL-4 - 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 
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Two Way MLR 3 day J 0.0 


rNv^l ~x\£y£, J_T IN galllllla 


1 no 


Two Way MLR 5 day 


0.0 


l\x t\n\^ none 




Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 

UCLa 


0.0 


rDMt rest 


J. 1 


T lino fi r\t*/^V\1 act nAnp 
lyUIlg UUlUDlaM nunc 


ft" ft 


PBMC PWM 


0.0 


T una fihrrinlact TMF alnha 

+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


T una fi Jm*/\1%1 o cf TT —A. 


0 ft 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL- 13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070rest 


0.0 


EOL-1 dbcAMP 


0.0 


f*% 1 CA 11 j. 

Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionomycin 


0.0 


Dermal fibroblast 

KsKsLJ l\J f\J UU" 1 L/C Id 


0.0 


Dendritic cells none 


4.5 


Dermal fibroblast IFN 

^ Oil 11 1 Id. 


0.0 


uenantic cens Lro 


D.J 


llpim q 1 nrYivVhlact TT . A 
UGH Hal liUiUUiaoL JJ_v-*r 


n n 
u.u 


Dendritic cells anti- 
CD40 


9.9 


IBD Colitis 2 


10.8 


Monocytes rest 


0.0 


BD Crohn's 


8.9 


Monocytes LPS 


27.0 


Colon 


0.0 


Macrophages rest 


9.5 


Lung 


4.6 


Macrophages LPS 


4.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vLO Summary: Ag3527 Expression of the CG59280-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 



General screening panel vl.4 Summary: Ag3527 Expression of the CG59280-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 
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Panel 4D Summary: Ag3527 Highest expression of the CG59280-01 gene is seen in the liver 
cirrhosis sample(CT=31.81). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

BJ. CG59568-01:GPCR 

Expression of gene CG59568-01 was assessed using the primer-probe set 
Ag3474, described in Table BJA. Results of the RTQ-PCR runs are shown in Table 
BJB. 



Table BJA . Probe Name Ag3474 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ttacagcaatcaccatggtctt-3 ' 


22 


475 


760 


Probe 


TET-5 ' -accttctgtggaccctatgaaactga-3 ' - 
TAMRA 


26 { 


510 


761 


Reverse 


5 1 -gggtgaagtcacaaaagaagtg-3 ' 


22 


537 


762 



Table BJB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3474, Run 
166417193 


Tissue Name 


Rel. Exp.(%) 
Ag3474, Run 
166417193 


Secondary Thl act 


7.1 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


4.2 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL- 11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


2.2 


Microvascular Dermal EC 
none 


0.0 
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Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+ IL-1 beta 


0.0 


Primary Thl rest 


3.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


5.9 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-1 beta 


0.3 


CD45RA CD4 
lyiiipnuoyie aui 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lyiiipiiucyic aci 


0.0 


Coronery artery SMC 
TNFalpha +IL-lbeta 


0.0 


CD8 lymphocyte act 


0 0 


(Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


1.7 




Astrocytes TNFalpha + 
EL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 




KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 




KU-812 (Basophil) 
PMA/ionomycin 


3.1 


2ry Thl/Th2/Trl_anti- ; 
PD9S PHI l 


0.0 




CCD1 1 06 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 




CCD1 1 06 (Keratinocytes) 
TNFalpha + IL-1 beta 


0.5 


T AK relk TT -? 


0.0 


1 


Liver cirrhosis 


i nn n 

1UU«U 


T AK rf»1lQ TT -9+TT 1 1 


3.6 


jLupus kidney 


n n 
u.u 


LAK cells IL-2+IFN 


3.9 


|nCI-H292 none 


0.0 


T AK TT -9+ TT -1 R 

JU/VIV UCllo ILs 1 o 


2.4 


jNCI-H292 IL-4 


yJ.V 


T AK" pp11c 

PMA/ionomycin 


0.0 


|nCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


jNCI-H292 IL-13 


0.0 


Two Wflv MT T? ^ Hflv 


0.0 


JNCI-H292 IFN gamma 


n n 


Twn Wflv MT T? S rlau 


0.0 


jHPAEC none 


n n 


Two Way MLR 7 day j 


0.0 


HPAECTNF alpha + IL-1 
jbeta 


0.0 


JTOXVIV^ I Vol 


0.0 


jLung fibroblast none 




PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
|+ IL-1 beta 


6.2 


PRMP PTTA-T 


0.0 


jLung fibroblast IL-4 




Ramos (B cell) none 


0.0 


jLung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomvcin 


0.0 


JLung fibroblast IL-13 


0.3 


B lymphocytes PWM 


8.4 


Lung fibroblast IFN 
Igamma 


0.0 


B lymphocytes CD40L 


0.0 


jDermal fibroblast 


0.0 
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and IL-4 




CCD 1070 rest 




EOL-1 dbcAMP 


0.0 


Dermal nbrooiast 
CCD1070 TNF alpha 


1.6 


xiUL-i ClDCAJVLr 
PMA/ionomvcin 

A I'll Mj Ivllwlll J vlll 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 

gamma 


0.0 


Dendritic cells LPS 


1 5 


Dprmal fiHrrVhlnct TT -4 


0 0 


Dendritic cells anti- 
CD40 


0.0 


BD Colitis 2 


11.9 


Monocytes rest 


0.0 


BD Crohn's 


0.0 


Monocytes LPS 


5.8 


Colon 


1.5 


Macrophages rest 


3.4 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


3.8 


HUVEC none 


0.0 


Kidney 


6.7 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3474 Expression of the CG59568-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 



General screening panel vl.4 Summary: Ag3474 Expression of the CG59568-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 

Panel 4D Summary: Ag3474 Highest expression of the CG59280-01 gene is seen in the liver 
cirrhosis sample(CT=31.37). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

References: 



810 



WO 02/072757 PCT/US02/06908 

1. Mark M.D., Wittemann S.» Herlitze S. (2000) G protein modulation of recombinant 
P/Q-type calcium channels by regulators of G protein signalling proteins. J. Physiol. 528 Pt 1: 
65-77. 

BK- CG59224-01 and CG59216-01: GPCR 

Expression of gene CG59224-01 and variant CG59216-01 was assessed using the 
primer-probe sets Ag3400 and Ag3405, described in Tables BKA and BKB. Results of the 
RTQ-PCR runs are shown in Table BKC. 



Table BKA . Probe Name Ag3400 



Primers 


Sequences 


T Start I SEQ ID 
Length | Position j NO: 


Forward 


5 • -tctctgacctagggctgtctct-3 ' 


22 j 225 j 584 


Probe 


TET-5 ■ -tcttccttacccatcactttgggact-3 1 - 
TAMRA 


26 J 248 j 585 


Reverse 


5 ' -catgaatttcatggacatcaaa-3 1 


22 | 281 j 586 



Table BKB . Probe Name Ag3405 



Primers 


Sequences 


Lengthjstart Position 


SEQ ID 
NO: 


Forward 


5 ' -cacatctgtgctgtgcttatct-3 ' 


22 J 746 


587 


Probe 


TET-5 ■ -agtgctgccatgctccaccagttt-3 ' -TAMRA 


24 j 785 


588 


Reverse 


5 ' -acgtggatcataggagacacat-3 ' 


22 j 816 


589 



Table BKC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3400, Run 
216822602 


Rel. Exp.(%) 
Ag3405, Run 
216838741 


Tissue Name 


Rel. Exp.(%) 
Ag3400, Run 
216822602 


Rel. Exp.(%) 
Ag3405, Run 
216838741 


Adipose 


0.0 


0.0 


Renal ca. TK-10 


0.0 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


0.0 


Bladder 


1.2 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


0.0 


Gastric ca. (liver 
met.)NCI-N87 


0.0 


0.0 


Melanoma* 
M14 


0.0 


0.0 


Gastric ca. 
KATO III 


0.0 


0.0 


Melanoma* 
LOXIMVI 


0.0 


0.0 


Colon ca. SW- 
948 


0.0 


0.0 


Melanoma* 
SK-MEL-5 


0.0 


0.0 


Colon ca. SW480 


0.0 


0.0 
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Squamous cell 

carcinoma 

SCC-4 


0.0 


0.0 


Colon ca.* 
(SW480 met) 
SW620 


0.0 


0.0 


Testis Pool 


A A 

0.0 


A A 

0.0 


Colon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 
PC-3 


0.0 


0:0 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


3.2 


1.8 


Colon ca. CaCo-2 


0.0 


0.0 


Placenta 


0.0 


0.0 


Colon cancer 
tissue 


0.0 


0.0 


Uterus Pool 


0.0 


0.0 


Colon ca. 
SW1116 


0.0 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


0.0 


Colon ca. Colo- 
205 


0.0 


0.0 


Ovarian ca, 
SK-OV-3 


1.0 


0.0 


Colon ca. SW-48 


0.0 j 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


0.0 


Colon Pool 


0.0 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.0 


0.0 


Ovarian ca. 


0.0 


0.0 


Stomach Pool 


0.0 


0.0 


Ovarian ca. 


0.0 


0.0 


Bone Marrow 


0.0 


0.0 


Ovary 


0.0 


0.0 


Fetal Heart 


0.0 


0.0 


Breast ca. 
MCF-7 


0.0 


0.0 


Heart Pool 


1.7 


1.3 


Breast ca. 

MDA-MB- 

231 


A A 

0.0 


A A 

0.0 


Lymph Node 
Pool 


0.0 


0.0 


Breast ca. BT 
549 


0.0 


0.0 


Fetal Skeletal 
Muscle 


0.0 


0.0 


Breast ca. 
T47D 


0.0 


0.0 


Skeletal Muscle 
rooi 


0.0 


0.0 


Breast ca. 
MDA-N 


0.0 


0.5 


Spleen Pool 


0.0 


0.0 


breast Fool 


A A 

0.0 


A C 

0.5 


rri| T"v 1 

Thymus Pool 


0.0 ! 


0.5 


Trachea 


0.0 


0.0 


CNS cancer 
(glio/astro) U87- 
MG 


0.0 


0.0 


Lung 


0.0 


0.0 


CNS cancer 
(glio/astro) U- 
1 lo-MU 


0.0 


0.0 


Fetal Lung 


0.0 


0.0 


CNS cancer 
(neuro;met) SK- 
N-AS 


0.0 


0.0 
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Lung ca; NCI- 
N417 


0.0 


0.0 


r%i- '.' -i '■' 

CNS cancer. 

(astro) SF-539 


0.0 


0.0 


Lung ca. LX- 
l 


0.0 


0.0 


CNS cancer 
(astro) SNB-75 


0.0 


0.0 


Lung ca. NCI- 
H146 


2.5 


3.3 


CNS cancer 
(glio) SNB-19 


0.0 


0.0 


Lung ca. 
SHP-77 


100.0 


100.0 


CNS cancer 
(glio) SF-295 


0.0 


0.0 


Lung ca. 
A549 


0.0 


0.0 


Brain 

(Amygdala) Pool 


0.0 


0.0 


Lung ca. NCI- 
H526 


0.0 


0.0 


Brain 

(cerebellum) 


0.0 


0.0 


Lung ca. NCI- 
H23 


0.0 


0.0 


Brain (fetal) 


0.0 


0.0 


Lung ca. NCI- 
H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.0 j 


0.0 


Lung ca. 
HOP-62 


0.0 


0.0 


Cerebral Cortex 1 
Pool i 


0.0 


0.6 


Lung ca. NCI- 
H522 


0.0 


0.0 


Brain (Substantia 

lllgl d) .TOOl 


0.0 


0.0 


Liver 


0.0 


0.0 


Brain (Thalamus) 

rooi 


0.0 


0.0 


Fptal T ivpr 


0 0 

V/.v 


ft n 


oicun ^wnuicj 


ft ft 


ft ft 


Liver ca. 
HenG2 


0.0 


0.0 


Spinal Cord Pool 


0.0 


0.0 


Kidney Pool 


0.0 


0.4 


Adrenal Gland 


o.o S 


0.0 


Fetal Kidney 


10.8 


2.6 


Pituitary gland 
Pool 


0.0 : 


0.0 


Renal ca. 786- 
0 


0.0 


0.0 


Salivary Gland 


0.0 


0.0 


Renal ca. 
A498 


0.0 


0.0 


Thyroid (female) 


0.0 


Q.0 


Jxcllal Ca. 

ACHN 


0.0 


0.0 


Pancreatic ca. 
CAPAN2 


0.0 


0.0 


Renal ca. U0- 
31 


0.0 


0.0 


Pancreas Pool 


0.0 


1.2 



CNS_neurodegeneration_vl.O Summary: Ag3400/Ag3405 Expression of the CG59224-01 
gene is low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 



General_screening_panel_vl.4 Summary: Ag3400/Ag3405 Two experiments with two 
different probe and primer sets produce results that are in excellent agreement, with significant 
expression of the CG59224-01 gene exclusively in a lung cancer cell line sample (CTs = 30- 
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33). Therefore, expression of this gene may be used to distinguish this sample from other 
samples on this panel and as a marker for lung cancer. Furthermore, therapeutic modulation of 
the activity of the GPCR encoded by this gene may be beneficial in the treatment of lung 
cancer. 

Panel 4D Summary: Ag3400/Ag3405 Expression of the CG59224-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data riot shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 

BL. CG59214-01 and CG59214-01: GPCR 

Expression of gene CG59214-01 and CG59214-01 was assessed using the primer- 
probe sets Ag3398 and Ag3404, described in Tables BLA and BLB. Results of the RTQ-PCR 
runs are shown in Tables BLC and BLD. 

Table BLA . Probe Name Ag3398 



Primers 


Sequences 


Length 


Start 
Position 


SEQ 
ID NO: 


Forward 


5 1 -atacttgcatctcccacatctg-3 ' 


22 


724 


590 


Probe 


TET-5 1 -caccaatgattgggctatctatgatcca- 
3 ' -TAMRA 


28 


766 


591 


Reverse 


5 • -tgaggaagcattctgtccatag-3 ' 


22 


797 


592 


Table BLB. Probe Name Ag3404 


Primers 


Sequences ' 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ■ -atacttgcatctcccacatctg-3 ' 


22 


724 ; 


593 


Probe 


TET-5 ' -caccaatgattgggctatctatgatcca- 
3 ' -TAMRA 


28 


766 ; 


594 


Reverse 


5 ■ -tgaggaagcattctgtccatag-3 • 


22 


797 


595 



Table BLC . General_screening_panel_vl.4 





Rel. Exp.(%) 


Rel. Exp.(%) 




Rel. Exp.(%) 


Rel. Exp.(%) 


Tissue Name 


Ag3398, Run 


Ag3404, Run 


Tissue Name 


Ag3398, Run 


Ag3404, Run 




216822567 


216838380 




216822567 


216838380 
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Adipose 


0.0 


0.0 


Renal ca.TK-10 0.0 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


0.0 


Bladder 


0.0 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


0.0 


Gastric ca. (liver 
met.)NCI-N87 - 


0.0 


• 0.0 


Melanoma* 
M14 


0.0 


0.0 


Gastric ca. 
KATOHI 


0.0 


0.0 


Melanoma* 
LOXIMVI 


0.0 


0.0 


Colon ca. SW- 
948 


0.0 


0.0 


Melanoma* 
SK-MEL-5 


0.0 


88.9 


Colon ca. SW480 


0.0 


0.0 


Squamous cell 

carcinoma 

SCC-4 


0.0 


0.0 


Colon ca.* 
(SW480 met) 
SW620 


0.0 


0.0 


Testis Pool 


0.0 


0.0 


Colon ca. HT29 


0.0 


0.0 


Prostate ca.* 
(bone met) 


0.0 


0.0 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


0.0 


0.0 


Colon ca. CaCo-2 


0.0 


0.0 


Placenta 


0.0 


0.0 


Colon cancer 
tissue 


0.0 


0.0 


Uterus Pool 


0.0 


0.0 


Colon ca. 
SW1116 


0.0 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


0.0 


Colon ca. Colo- j 
205 


0.0 


0.0 


Ovarian ca. 
SK-OV-3 


0.0 


0.0 


Colon ca SW-48 


0.0 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


0.0 


Colon Pool 


0.0 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


0.0 


Small Intestine 
Pool 


0.0 


8.9 


Ovarian ca. 
invrw/ i 

lUlvkJ v - 1 


0.0 


0.0 


Stomach Pool 


0.0 


15.6 


Ovarian ca. 

\J V Vj/\I\.-o 


0.0 


0.0 


Bone Marrow 
Pool 


0.0 


0.0 


Ovary 


0.0 


7.5 


Fetal Heart 


0.0 


0.0 


Breast ca. 
MCF-7 


0.0 


0.0 


Heart Pool 


0.0 


0.0 


Breast ca. 

MDA-MB- 

231 


0.0 


0.0 


Lymph Node 
Pool 


0.0 


0.0 


Breast ca. BT 
549 


0.0 


0.0 


Fetal Skeletal 
Muscle 


0.0 


0.0 


Breast ca. 
T47D 


0.0 


0.0 


Skeletal Muscle 
Pool 


' 0.0 


0.0 
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Breast ca. 
MDA-N 


6.9 


0.0 


Spleen Pool 


0.0 j 0.0 


Breast Pool 


0.0 


0.0 


Thymus Pool 


0.0 j 0.0 


Trachea 


0.0 


0.0 


CNS cancer 
(glio/astro) U87- 
MG 


0.0 


0.0 


Lung 


0.0 


0.0 


CNS cancer 
(glio/astro) U- 
118-MG 


0.0 


12.5 


Fetal Lung 


0.0 


0.0 


CNS cancer 
(neuro;met) SK- 
N-AS 


0.0 


0.0 


Lung ca. NCI- 
N417 


0.0 


0.0 


CNS cancer 
(astro) SF-539 


0 0 




Lung ca. LX- 
1 


0.0 


0.0 


CNS cancer 
(astro) SNB-75 


0.0 


0 0 


Lung ca. NCI- 
H146 


0.0 


0.0 


CNS cancer 
(glio) SNB-19 


0 0 


0 0 


Lung ca. 
SHP-77 


100.0 


100.0 


CNS cancer 
(glio) SF-295 j 


0 0 


0 0 


Lung ca. 
A549 


0.0 


0.0 


Brain 

(Amygdala) Pool 


o.o j 


0.0 


Lung ca. NCI- 
H526 


0.0 


0.0 


Brain 

(cerebellum) 


0.0 


0.0 


Lung ca. NCI- 
H23 


0.0 


0.0 


Brain (fetal) 


0.0 


0.0 


Lung ca. NCI- 
H460 


0.0 


0.0 


Brain 

(Hippocampus) 
Pool 


0.0 


0.0 


Lung ca. 
HOP-62 


0.0 


0.0 


Cerebral Cortex | 
Pool j 


0.0 1 


0.0 


Lung ca. NCI- 


0.0 


0.0 


Brain (Substantia j 

nigrdj X^OOl 


0.0 


0.0 


Liver 


0.0 


0.0 


Brain (Thalamus) 

root 


4.3 j 


0.0 


JTClal .Lav CI 


\J,\J 




r>rain ^wnoie^ 


0.0 


0.0 


Liver ca. 


0.0 


0.0 


Spinal Cord Pool 


0.0 


0.0 


Kidney Pool 


0.0 


0.0 


Adrenal Gland 


0.0 


0.0 


Fetal Kidney 


11.1 


8.5 


Pituitary gland 
Pool 


0.0 


0.0 


Renal ca. 786- 
0 


0.0 


0.0 


Salivary Gland 


0.0 


0.0 


Renal ca. 
A498 


0.0 


0.0 


Thyroid (female) 


0.0 


0.0 


Renal ca. 


0.0 


0.0 


Pancreatic ca. j 0.0 


0.0 
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ACHN 






CAPAN2 


1 


Renal ca.UO- 
31 


0.0 


0.0 


Pancreas Pool 


0.0 j 0,0 



Table BLD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3404, Run 
165825947 


Tissue Name 


Rel. Exp.(%) 
Ag3404, Run 
165825947 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


o.o 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


0.0 


xiiiiiory ini real 


u.u 


Bronchial epithelium 
TNFalpha + ILlbeta 


u.u 


rillllaiy 1 HZ. real 


u.u 


Small airway epithelium 
none 


U.U 


Pnmjin/ Trl r**cr 
riiiiiaiy til icol 


u.u 


Small airway epithelium 
TNFalpha+ IL-lbeta 


U.U 


CD45RA CD4 
lymphocyte act 


U.U 


i^oronery artery oJYLL. rest 


U.U 


CD45RO CD4 
lymphocyte act 


u.u 


Coronery artery SMC 
TNFalpha+ IL-lbeta 


U.U 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0 0 


Astrocytes TNFalpha + 
IL-lbeta 


u.u 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


5.8 


2ry Thl/Th2/Trl anti- i 
CD95CH11 


8.9 


CCD 11 06 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD 1106 (Keratinocytes) 
TNFalpha + IL-lbeta 


0.0 


LAK cells IL-2 


0.0 


Liver cirrhosis 


100.0 
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LAK cells IL-2+IL-12 


0 0 


T uniiG k"idnev 


U.U 


LAK cells IL-2+IFN 


O.O 


NCI-H292 none 


0.0 


LAK cells EL-2+ IL-1 8 


0 0 


NCT-H292 IL-4 


0 0 

U.U 


LAK celk 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Wflv MT R ^ Hav 




1> V^X-xlZ!7Z, LT IN gdJIillla 


u.u 


Two Wav MLR 5 dav 


0 0 


HPAFP none 


n n 
u.u 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 

heta 

Uwlu 


0.0 


PBMC rest 


0 0 


T liner fiVirnViliict nnnp 
XwUIlg 11 UlUUlOo I nunc 


U.U 


PBMC PWM 


0.0 


T liner ■fiVvrnhlact ' 1 ' M \* alnVici 

IvUllg XlUIUUlool 1 L\r dlUIla 

+ IL-1 beta 


0.0 


PBMC PHA-T 


0 0 

U.U 


T nnft tinrAnloot TT A 
l^lllig IlurUPIool JLU-H 


u.u 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Kamos (b cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


T"> 1. ..n_...1.j.... .< .J. OT\^ AT 

r> lymphocytes CD40L ; 
andIL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 
RA/T A /i on nm vc i n 


0.0 


Dermal fibroblast 
rrnin7n n .1 hpt» 

v^v^xy i\j / \j il 1 ucia 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 

gallillla 


0.0 


Dendritic relk T 




T^ArrMol "fihr/Vhlact TT 4 
L/CIUlal xlUiOUlaM 1 L--*+ 


^ Q 


Dpndritic rpll<* anti- 

AUV Vl/liO CHILI 

CD40 


0.0 


IBD Colitis 2 


7.2 


Monocytes rest 


0.0 


IBD Crohn's 


4.0 


Monocytes LPS 


0.0 


Colon 


5.5 


Macrophages rest 


0.0 


Lung 


3.1 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3398/Ag3404 Expression of the CG59222-01 
gene is low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) 



General_screeningj)anel_vl.4 Summary: Ag3398/Ag3404 Two experiments with two 
different probe and primer sets produce results that are in excellent agreement, with significant 
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expression of the CG59222-01 gene exclusively in a lung cancer cell line sample (CT = 33.8). 
Therefore, expression of this gene may be used to this sample from other samples on this panel 
and as a marker for lung cancer. Furthermore, therapeutic modulation of the activity of the 
GPCR encoded by this gene may be beneficial in the treatment of lung cancer. 

Panel 4D Summary: Ag3404 Highest expression of the CG59222-01 gene is seen in the liver 
cirrhosis sample (CT=32.65). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhdsis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. Ag3398 Expression of CG59222-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (Data not shown). 

BM.CG59220-01:GPCR 

Expression of gene CG5 9220-01 was assessed using the primer-probe set Ag3402, 
described in Table BMA. Results of the RTQ-PCR runs are shown in Tables BMB, BMC and 
BMD. 

Table BMA . Probe Name Ag3402 



Primers 


Sequences 


w Start ISEQID 
Length | Position 1 NO: 


Forward 


5 ' -ctccacacacccatgtacttct-3 ' 


22 | 160 | 596 


Probe 


TET-5 ' -cttggatctctgccattcctctgtca-3 • - 
TAMRA 


26 | 201 j 597 


Reverse 


5 ' -aggaggttctccaacagcttag-3 * 


22 J 233 j 598 



Table BMB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 210349784 


Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 210349784 


AD 1 Hippo 


9.0 


Control (Path) 3 
Temporal Ctx 


18.6 


AD 2 Hippo 


46.3 


Control (Path) 4 
Temporal Ctx 


56.6 


AD3Hippo 


8.8 


AD 1 Occipital Ctx 


21.6 


AD 4 Hippo 


24.1 


AD 2 Occipital Ctx 


0.0 
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](Missing) 




AD 5 Hippo 


52.9 IAD 3 Occipital Ctx 

flll „.,_■ - n . — _* -.. . -T. „ ., „ 


15.0 


AD 6 Hippo 


39.2 |AD 4 Occipital Ctx 


48.0 


Control 2 Hinno 


41 8 lAD 5 Occinital Ctx 




Control 4 Hippo 


18.2 jAD 6 Occipital Ctx 


31.4 


Control (Path) 3 
Hippo 


. ~ 7 JControl 1 Occipital 
jCtx 


14.4 


AD 1 Temporal Ctx 


~ n A JControl 2 Occipital 
274 JCtx 


55.5 


AD 2 Temporal Ctx 


n JControl 3 Occipital 
jCtx 


42.3 


AD 3 Temporal Ctx 


. ft ~ jControl.4 Occipital 
iU/ JCtx 


21.2 


AD 4 Temporal Ctx 


54.3 


Control (Path) 1 
Occipital Ctx 


100.0 


A T% £ T ^ HP 1 

AD 5 Inf Temporal ; 
Ctx 


42.9 


Control (Path) 2 
Occipital Ctx 


27.7 


AD 5 Sup Temporal; 
Ctx 


28.7 


Control (Path) 3 
Occipital Ctx 


9.0 


AD o inl 1 emporal 
Ctx 


41.8 


Control (Path) 4 
Occipital Ctx 


34.2 


AD 6 Sup Temporal 
Ctx 


51.4 


Control 1 Parietal 
Ctx 


23.5 


Control 1 Temporal 
Ctx 


18.2 


Control 2 Parietal 
Ctx 


28.5 


Control 2 Temporal 
Ctx 


43.2 


Control 3 Parietal 
Ctx 


29.5 


Control 3 Temporal ; 
Ctx 


32.8 


Control (Path) 1 
Parietal Ctx 


99.3 


Control 3 Temporal 
Ctx 


20.0 


Control (Path) 2 
Parietal Ctx 


46.7 


control ^.rainj 1 
Temporal Ctx 


87.1 


Control (Path) 3 
Parietal Ctx 


12.0 


Control (Path) 2 
Temporal Ctx 


60.3 


Control (Path) 4 
Parietal Ctx 


82.4 



Table BMC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 216823314 


Tissue Name 


Rel. Exp.(%) Ag3402, 
Run 216823314 


Adipose 


14.7 


Renal ca. TK-10 


2.5 


Melanoma* \ 
Hs688(A).T 


10.1 


Bladder 


28.7 


Melanoma* 
Hs688(B).T 


1.4 


Gastric ca. (liver met.) 
NCI-N87 


17.9 
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Melanoma* M14 


0.9 


Gastric ca.KATOIII 


0.7 


Melanoma* 
LOXIMVI 


0.8 


Colon ca. SW-948 


0.0 


Melanoma* SK- 


2.1 


Colon ca. SW480 


1.7 


Squamous cell 

IsalwlIlUIUd i3V^V-/"*t 


2.9 


Colon ca.* (SW480 


1.8 


Tactic Prtrtl 
1 Coll a rooi 




v_-uiun ca. n i 


1 ^ 

1 .J 


rrusidic Co. ^uonc 

met) PC-3 


1.2 


Colon ca.HCT-1 16 


0.0 


Prostate Pool 


16.0 


Colon ca. CaCo-2 


0.7 


riatciud 


i 7 


i^rtlrttl ^Qn/^AI* tlCCHA 

i^oion cancer us sue 


7 A 


Uterus Pool 


15.6 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


3.1 


Colon ca. Colo-205 


0.0 


Ovanan ca. SK-OV- 
3 


.6.0 


Colon ca. SW-48 


0.0 


Ovanan ca. 
OVCAR-4 


0.6 


Colon Pool 


49.7 


Ovanan ca. 
OVCAR-5 


2.9 


Small Intestine Pool 


53.6 


Ovanan ca. IGROV- 

i 

i 


1.6 


Stomach Pool 


15.8 


VyvdlldJl L>d. 

OVCAR-8 


1.6 


Bone Marrow Pool 


14.5 


Ovary 




reiai nean 


O 1 






ncdii ruui 




ore do i cd. ivll//\ 
MB-231 


0.0 


Lymph Node Pool 


39.2 


Breast ca. BT 549 


2.4 j 


Fetal Skeletal Muscle 


5.8 


Breast ca. T47D 


1.3 


Skeletal Muscle Pool 


47.6 


DlwaM Cd. lVl_L/r\-rN 




opiccn ruui 


00 0 

LL.i. 


Breast Pool 


31.6 


Thymus Pool 


12.9 


Trachea 


5.9 


CNS cancer (glio/astro) 
U87-MG 


0.8 


Lung 


16.6 


CNS cancer (gho/astro) 
U-118-MG 


3.4 


Fetal Lung 


30.8 


CNS cancer 
(neuro;met) SK-N-AS 


1.5 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-1 


9.7 


CNa cancer (astro) 
SNB-75 


1.1 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 
SNB-19 


1.1 
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Lung ca. SHP-77 


0.6 


v-riNij Cancer ^.giio^ or- 
295 


4.1 


Lung ca. A549 


0.6 


Brain (Amygdala) Pool 


28.1 


Lung ca. JN^i-iTOzo 




tsrain {cereDeuuni/ 


1 

DJ.L 


LrUng ca. iNL/i-riz-) 


^ Q 


orain (jeiai j 


IZ.J 


Lung ca. NCI-H460 


0.9 


Brain (Hippocampus) 


39.8 


T lino no T-ir^P AO 

juung ca* riv/r-oz 


I .o 


v^ereorai uonex rOOl 


CO O 

oo.y 


Lung ca. NCI-H522 


7.1 


Brain ^oUDSumua nigra j 
Pool 


43.2 


Liver 


0.0 


Brain (Thalamus) Pool 


74.2 


Fetal Liver 


2.5 


Brain (whole) 


26.1 


Liver ca. HepG2 


0.7 


Spinal Cord Pool 


100.0 


Kidney Pool 


51.8 


Adrenal Gland 


24.1 


Fetal Kidney 


16.7 


Pituitary gland Pool 


8.6 


Renal ca. 786-0 


0.8 


Salivary Gland 


3.2 


Renal ca. A498 


0.0 


Thyroid (female) 


8.9 


Renal ca. ACHN 


1.4 


Pancreatic ca. CAPAN2 


0.8 


Renal ca.UO-31 


1.5 


Pancreas Pool 


24.8 



Table BMP. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3402, Run 
165825209 


Tissue Name 


Rel. Exp.(%) 
Ag3402, Run 
165825209 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


3.5 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


6.5 


Secondary Trl act 


3.3 ' 


HUVEC TNF alpha + IFN 
gamma \ 


15.4 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


2.9 


Secondary Th2 rest 


5.2 


HUVEC IL-11 


9.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


2.7 


Primary Thl act 


5.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


3.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


10.7 


Primary Thl rest ! 


3.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


18.0 


Primary Th2 rest 


5.1 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 


79.0 
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TNFalpha + IL-lbeta 




CD45RA CD4 
lyinpnocyie act 


2.7 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lyilipilUCyiC at/L 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


2.5 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


11.3 


Secondary CD8 
lymphocyte rest 


3 0 


Astrocytes TNFalpha + 
IL-lbeta 


75.3 


Secondary CD8 
lymphocyte act 


0 0 


IVVJ-Ol^ ^DaoUpillly 1CM 


2.6 


CD4 lymphocyte none 


0 0 


KU-8 12 (Basophil) 
PMA/ionomycin 


6.8 


2ry Thl/Th2/Trl_anti- 


1.6 


CCD1 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD1 106 (Keratinocytes) 

rp\Tp % ■% , XT 11 j 

TNFalpha + IL-lbeta 


27.9 




5.1 


Liver cirrhosis 


yu.o 


T A If ppIIc TT 9-l-TT 1 ? ^ 


3.0 


Lupus kidney 


CIO 


LAK cells IL-2+IFN 

galiinia 


4.5 


NCI-H292 none 


28.1 


T A If r^llc TT *)± IT 1 R ; 


23.2 


NCI-H292 IL-4 


10.6 


T Alf r^llc 

PMA/ionomycin 


0.0 


NCI-H292 IL-9 


23.5 


NK Cells IL-2 rest 


6.2 


NCI-H292 IL-1 3 


4.8 


i wo w ay ivllov o uay 


12.1 


NCI-H292 IFN gamma 


in ^ 

10.3 


TWrt \A/q\/ A^T P ^ Arx\t 

i wo w ay ivt JjK. j uay 


3.1 


HPAEC none 


5.8 


Two Way MLR 7 day 


5.8 


HPAEC TNF alpha + IL-1 
beta 


0.0 


rDlvL\^ ICS I 

- \ 


0.0 


Lung fibroblast none 


3.7 


PBMCPWM 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PRMPPTTA-T 


0.0 


Lung fibroblast IL-4 


u.u 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


6.4 


Ramos (B cell) 
ionomycin 


0 0 


T imp fihrnHlact TT -1 ^ 


3.2 


B lymphocytes PWM 


2.6 


Lung fibroblast IFN 
gamma 


10.5 


B lymphocytes CD40L 
and IL-4 


1.8 


Dermal fibroblast 
CCD1 070 rest 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


13.7 


X*CW 1 AU.s* A A>TT> 

iiUL-1 uDCAJVLr 
PMA/ionomycin 


0.0 


Dermal fibroblast 
CCD1 070 IL-1 beta 


0.0 


Dendritic cells none 


6.5 


Dermal fibroblast IFN 
gamma 


0.0 
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d 7 


nprmal •■fihrnHlact TT -A 
UCIUlai XlUIUUiaol XI-/ H 




uenunuc ecus <nm- 
CD40 


0.0 


IBD Colitis 2 


27.0 


Monocytes rest 


24.8 


IBD Crohn's 


9.3 


Monocytes LPS 


3.1 


Colon 


100.0 


Macrophages rest 


4.0 


Lung 


24.7 


Macrophages LPS 


0.0 


Thymus 


59.5 


HUVEC none 


6.5 


Kidney 


27.0 


HUVEC starved 


41.2 







CNS_neurodegeneration_vl.O Summary: Ag3402 The CG5 9220-01 gene is expressed at 
low levels throughout the CNS, including in amygdala, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. The GPCR family of receptors contains a large number of 
neurotransmitter receptors, including the dopamine, serotonin, a and b-adrenergic, 
acetylcholine muscarinic, histamine, peptide, and metabotropic glutamate receptors. GPCRs 
are excellent drug targets in various neurologic and psychiatric diseases. All antipsychotics 
have been shown to act at the dopamine D2 receptor; similarly novel antipsychotics also act at 
the serotonergic receptor, and often the muscarinic and adrenergic receptors as well. While the 
majority of antidepressants can be classified as selective serotonin reuptake inhibitors, 
blockade of the 5-HT1 A and a2 adrenergic receptors increases the effects of these drugs. The 
GPCRs are also of use as drug targets in the treatment of stroke. Blockade of the glutamate 
receptors may decrease the neuronal death resulting from excitotoxicity; further more the 
purinergic receptors have also been implicated as drug targets in the treatment of cerebral 
ischemia. The b-adrenergic receptors have been implicated in the treatment of ADHD with 
Ritalin, while the a-adrenergic receptors have been implicated in memory. Therefore this gene 
may be of use as a small molecule target for the treatment of any of the described diseases. 

General screening panel vl. 4 Summary: Ag3402 The CG59220-01 gene represents a 
novel G-protein coupled receptor (GPCR) with highest expression in spinal cord sample 
(CT=31.12) and moderate expression in other samples from brain. Please see Panel 
CNS_neurodegenerationjvl.O for discussion of utility of this gene in the central nervous 
system. 

Low levels of expression of the CG5 9220-01 gene are also observed in areas outside of 
the central nervous system such as the, adipose tissue, fetal and adult heart, skeletal muscle, 
adrenal gland, pituitary gland, and thyroid suggesting the possibility of a wider role in 
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intercellular signaling. Therapeutic modulation of the expression or function of this gene may 
therefore be useful in the treatment of metabolic disorders, including obesity and diabetes. 



Panel 4D Summary: Ag3402 The GG5 9220-01 gene represents a novel G-protein coupled 
receptor (GPCR) with highest expression in colon (CT=33.12). Thus expression of this gene 
can be used to distinguish these samples from other samples used in this panel. In addition, 
expression of this gene is low/undetectable (CT values > 35) in samples derived from EBD 
colitis and IBS Crohn's. Therefore, expression of this gene can be used to distinguish normal 
colon sample from the IBD colitis and IBD Crohn's sample used in this panel. 

BN.CG59218-01:GPCR 

Expression of gene CG592 18-01 was assessed using the primer-probe set Ag3401, 
described in Table BNA. Results of the RTQ-PCR runs are shown in Tables BNB. 



Table BNA . Probe Name Ag3401 



Primers 


Sequences 


Length 


Start 
Position 


J SEQ ID 

J NO: 


Forward 


5 ' -gctggctactaggtttctcctt-3 ' 


22 


447 


j 599 


Probe 


TET-5 ' -atcatcatgcctgtcatcctgaccag-3 ' - 
TAMRA 


26 


470 


600 


Reverse 


5 ' -ttgatgtgggtatcacagaatg-3 ' 


22 j 


504 


1 601 



Table BNB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3401, Run 
165825154 


Tissue Name 


Rel. Exp.(%) 
Ag3401, Run 
165825154 


Secondary Thl act 


2.4 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


3.4 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


8.4 


HUVEC TNF alpha + EFN 
gamma 


0.0 


Secondary Thl rest 


3.1 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


3.1 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 
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TNFalpha + IL-lbeta 




Primary Thl rest 


8.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


3.3 


o 1 1 • .i _ i • 

Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lvtYitVhnrvtp art 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lvmtVhnrvtp ar*t 

IjrlllJJllVVJr lW OX/I 


0.0 


Coronery artery SMC 


0.0 


CD8 lymphocyte act 


8.1 


Astrocytes rest 


5.7 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


1.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ry In 1 /Tn2/Tr 1 _anti- 
CD95CH11 


5.7 


CCD1 106 (Keratinocytes) 

iiviiw 


0.0 


LAK cells rest 


0.0 


TNFalpha + IL-lbeta 


0.0 


T AK cells IT -2 


? 1 

J.I 




inn ft 


LAK cells IL-2+TL- 1 2 


1 2 


T umis IriHnpv 


o o 

V.V 


LAK cells IL-2+IFN 


8.0 


NCI-H292none 


0.0 


T AK cells IL-2+ TT -1 8 

-Lrfviv Lena xLj • -LLj i o 


4 "\ 


NPT-H2Q2 tt .4 


ft 0 


T AK cells 
PMA/ionomycin 


2.1 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Wav MT R 1 dav 


0 0 

V.V 


NPT-H2Q? TFM oamma 


0 0 


Two Wav MT R S Hav 


0 0 




0 0 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 

Kpta 
uwtct 


0.0 


PRMP rest 


0 0 


Lung fibroblast none 


0.0 


PBMC PWM 


3.3 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PRMP PHA-T 


0 0 

\J.\J 


Lung fibroblast IL-4 | 0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 j 0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-1 3 J 0.0 


B lymphocytes PWM 


3.4 


Lung fibroblast IFN Q Q 
gamma ] 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 1 - , 
CCD1070rest | 
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EOL-l dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


14.8 


EOL-l dbcAMP 

PAA A/irvnnmvrin 


0.0 


Dermal fibroblast 
CPD1070 TT -l beta 


0.0 


Dendritic cells none 


6.0 


Dermal fibroblast IFN 


0.0 


Demriritir ppIIq LPS 


0 0 


j-scilllal iiuiuuiaot iJ_/-*t 


0 0 


l^CllUIllll/ Is Clio dllll 

CD40 


0.0 


IBD Colitis 2 


17.1 


Monocytes rest i 


0.0 


IBD Crohn's 


0.0 


Monocytes LPS 


6.1 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney \ 


3.2 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3401 Expression of the CG59218-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_yl.4 Summary: Ag3401 Expression of the CG59218-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). This 
gene product is most similar to members of the odorant receptor subfamily of GPCRs. Based 
on analogy to other odorant receptor genes, we predict that expression of this gene may be 
highest in nasal epithelium, a sample not represented on this panel. 

Panel 4D Summary: Ag3401 Highest expression of the CG592 18-01 gene is seen in the liver 
cirrhosis sample(CT=33.03). Thus, expression of this gene could be used to differentiate 
between this sample from the other samples on this panel and as a marker to detect the 
presence of liver cirrhosis. Furthermore, expression of this gene is not detected in normal liver 
in Panel 1 .4, suggesting that its expression is unique to liver cirrhosis. This gene encodes a 
putative GPCR; therefore, antibodies or small molecule therapeutics could reduce or inhibit 
fibrosis that occurs in liver cirrhosis. In addition, antibodies to this putative GPCR could also 
be used for the diagnosis of liver cirrhosis. 

BO. CG59211-01:GPCR 

Expression of gene CG5921 1-01 was assessed using the primer-probe set Ag3397, 
described in Table BOA. Results of the RTQ-PCR runs are shown in Table BOB. 

Table BOA . Probe Name Ag3397 
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Primers] Sequences 


Lengthj 


Start 
Position 


SEQID 
NO: 


'" n "j " r " n "" — " '" r " ' r ' r 

ForwardjS ' -tcacaggcatcctagacttgac-3 ' 


22 j 


645 


602 


~ , |tet-5 1 -tcatgtcctacatgttga.tactgaaagca-3 ' - 
Probe | TAMRA 


29 j 


675 | 


603 


Reverse 1 5 ' -tttcttgatgctatgctcaaca-3 1 


22 j 


705 j 


604 



Table BOB , General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3397, 
Klin Z10BZZ3U7 


Tissue Name 


Rel. Exp.(%) Ag3397, 
Kun 21ooZZ3U7 


Adipose 


A A 
U.U 


Kenal ca. IK- 10 


A A 
0.0 


Melanoma* 

TT-iTQO/ A \ T 
XlSOOO(A). 1 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688fB).T 


0.0 


™ -t^- ^™ — — ^ 

Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* Ml 4 


0.0 


Gastric ca KATO III 


0 0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 


0.7 


Testis Pool 


0.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 j 


0.0 


Colon ca. HCT-116 


0.0 


rrostate rooi 


A A 

0.0 


Colon ca. CaCo-2 


A A 

0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1 116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 

■5 
J 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


0.6 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca. 
OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


0.5 


Breast ca. MCF-7 


0.0 


Heart Pool 


0.5 


Breast ca. MDA- 
MB-231 


0.0 


Lymph Node Pool 


0.0 
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Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0;0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


ere as i ca. ivjll>'/\~in 


u.u 


opicen i ooi 


n n 
U.U 


Breast Pool 


0.6 


jThymus Pool 


0.0 


Trachea 


0.0 


|CNS cancer (glio/astro) 
|U87-MG 


0.0 


Lung 


0.0 


|CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.0 


jCNS cancer 
|(neuro;met) SK-N-AS 


0.8 


Lungca. NCI-N417 


0.0 


|CNS cancer (astro) SF- 
|539 


0.0 


Lung ca. LX-1 


0.0 


|CNS cancer (astro) 
jSNB-75 


0.0 


Lung ca. NCI-H146 


2.6 


jCNS cancer (glio) 
|oINr>-iy 


0.0 


Lung ca. SHP-77 


100.0 


iujno cancer (gnoj or- 
|295 


0.0 


Lung ca. A549 


0.0 


jBrain (Amygdala) Pool 


0.0 


T lino MPT 


u.u 


jorain ^cereDeiium ) 


u.u 




a n 
u.u 


jo rain yiciai) 


u.u 


Lungca.NCI-H460 j 


0.0 


jBrain (Hippocampus) 

JrOOl 


0.0 


Lung ca. tiKjr-oz 


n n 
u.u 


|UereDrai cortex rooi 


U.U 


Lungca.NCI-H522 


0.0 


jBrain (Substantia nigra) 
jPool 


0.0 


Liver 


0.0 


Brain fThalamus^ Pool 

l-vl Will I X 11U1UI11UU J -L. \f\JX 


0.0 


Fetal Liver 


0.0 


jBrain (whole) 


0.9 


Liver ca. HepG2 


0.0 


|Spinal Cord Pool 


0.0 


Kidney Pool 


0.9 


jAdrenal Gland 


0.0 


Fetal Kidney 


3.3 


IPituitarv eland Pool 


0.0 


Renal ca. 786-0 


0.0 


(Salivary Gland 


0.0 


Renal ca. A498 


0.0 


jThyroid (female) 


0.0 


Renal ca. ACHN j 


0.0 


jPancreatic ca. CAPAN2] 


0.0 


Renal ca. UO-31 


0.0 


jPancreas Pool j 


0.0 



CNS_neurodegeneration_vl.O Summary: Ag3397 Expression of the CG5921 1-01 gene is 
low/undetectable (CT values > 35) across the samples in this panel. (Data not shown.) This 
gene encodes a G protein-coupled receptor (GPCR), a type of cell surface receptor involved in 
signal transduction. It is most similar to members of the odorant receptor subfamily of GPCRs. 
Based on analogy to other odorant receptor genes, we predict that expression of this gene may 
be highest in nasal epithelium, a sample not represented on this panel. 
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General_screeningj>anel_vl.4 Summary: Ag3397 Significant expression of the CG5921 1- 
01 gene is seen exclusively in one of the lung cancer sample (CT = 32.29). Therefore, 
expression of this gene may be used to distinguish this sample from other samples on this 
panel and as a marker for lung cancer. There is an increasing awareness that some GPCRs can 
regulate proliferative signaling pathways and that chronic stimulation or mutational activation 
of receptors can lead to oncogenic transformation. Activating mutations in GPCRs are 
associated with several types of human tumors and some receptors exhibit potent oncogenic 
activity due to agonist overexpression (Whitehead et aL, 2001). Therefore, therapeutic 
modulation of the activity of the GPCR encoded by this gene may be beneficial in the 
treatment of lung cancer. 

References: 

1 . Whitehead IP, Zohn IE, Der CJ. (2001) Rho GTPase-dependent transformation by 
G protein-coupled receptors. Oncogene 2001 Mar 26;20(1 3): 1547-55 

Panel 4D Summary: Ag3397 Expression of the CG5921 1-01 gene is low/undetectable (CT 
values > 35) across the samples in this panel. (Data not shown.) 

BP. CG59276-01: Dihydroorotate dehydrogenase 

Expression of gene CG59276-01 was assessed using the primer-probe set Ag3524, 
described in Table BPA. Results of the RTQ-PCR runs are shown in Tables BPB, BPC, BPD, 
BPE and BPF. 

Table BPA . Probe Name Ag3524 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ttcaggcactgttctttgactt-3 ' 


22 


1439 


605 


Probe 


TET-5 • -aacagattttgcaacactttccaagg-3 ' - 
TAMRA 


26 


1472 


606 


Reverse 


5 ' -tgagggagtggtaacactgtgt-3 1 


22 j 


1498 


607 



Table BPB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3524, 
Run 206915926 


Tissue Name 


Rel. Exp.(%) Ag3524, 
Run 206915926 


AD 1 Hippo 


26.8 


Control (Path) 3 


18.9 
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iTWnnnrnl Pfv 
1 1 Cllipuial v^ia 




AD 2 Hippo 


3Q g Control (Path) 4 
jTemporal Ctx 


51.4 


AD 1 T-Tinnn 


25.3 |AD 1 Occipital Ctx 


11 1 


AD 4 Hippo 


38.2 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


11 A 


AD 3 Occipital Ctx 


16.5 


AD 6 Hippo 


83.5 


AD 4 Occipital Ctx 


40.9 


V/Untroi z xiippo 


43.8 j 


AD 5 Occipital Ctx 


11 o 


Control 4 Hippo 


20.6 


AD 6 Occipital Ctx 


17.0 


Control (Path) 3 
Hippo 


17.6 


Control 1 Occipital 
Ctx 


6.3 


AD 1 Temporal Ctx 


37.1 


Control 2 Occipital 
Ctx 


74.7 


AD 2 Temporal Ctx 


31.2 


Control 3 Occipital 
Ctx 


22.1 


AD 3 Temporal Ctx 


6.5 


Control 4 Occipital 
Ctx 


25.7 


AD 4 Temporal Ctx 


79.6 


Control (Path) 1 
Occipital Ctx 


89.5 


AD 5 Inf Temporal 
Ctx 


97.9 


Control (Path) 2 
Occipital Ctx 


18.4 


AD 5 Sup Temporal 
Ctx 


56.3 


Control (Path) 3 
Occipital Ctx 


11.2 


AD 6 Inf Temporal 
Ctx 


100.0 


Control (Path) 4 
Occipital Ctx 


24.8 


AD 6 Sup Temporal 
Ctx 


66.9 


Control 1 Parietal 
Ctx 


26.8 


Control 1 Temporal 
Ctx 


10.6 


Control 2 Parietal 
Ctx 


68.3 


Control 2 Temporal 
Ctx 


13.4 


Control 3 Parietal 
Ctx 


28.1 


Control 3 Temporal 
Ctx 


25.9 


Control (Path) 1 
Parietal Ctx 


58.6 


Control 3 Temporal 
Ctx 


36.6 


Control (Path) 2 
Parietal Ctx 


51.4 


control y&tnj l 
Temporal Ctx 


80.7 


Control (Path) 3 
Parietal Ctx 


6.9 


Control (Path) 2 
Temporal Ctx 


76.8 


Control (Path) 4 
Parietal Ctx 


54.7 



Table BPC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3524,i 
Run 213390931 


Tissue Name 


Rel. Exp.(%) Ag3524, 
Run 213390931 



831 



WO 02/072757 



PCT/US02/06908 



Adipose 


6.2 


Renal ca. TK-10 


9.3 


Melanoma* 


3.1 


Bladder 


22.1 


Melanoma* 


9.2 


Gastric ca. (liver met.) 
NPT-NR7 


24.8 


Melanoma* Ml 4 


0.9 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXMVI 


0.4 


Colon ca. SW-948 


1.2 


Melanoma* iR- 
MEL-5 


0.7 


Colon ca. SW480 


4.2 


Squamous cell 

rarrinnina ^f'f^-^. 


0.0 


Colon ca* (SW480 


10.5 


1 wll □ f UU1 


1 1 ^ 






met) PC-3 


3.1 


Colon ca.HCT-1 16 


5.3 


Prostate Pool 


8.7 


Colon ca. CaCo-2 


8.5 


Placenta 




^/UlUIl LcUlL'Cr liSaUC 


7 0 


Uterus Pool 


2.9 


Colon ca. SW1116 


1.4 


Ovarian ca. 
OVCAR-3 


6.9 


Colon ca. Colo-205 


1.6 


(Jvanan ca. 5>K-OV- ; 
3 


11.7 


Colon ca. SW-48 


1.7 


Ovarian ca. 
OVCAR-4 


0.2 


Colon Pool 


12.6 


Ovarian ca. 
OVCAR-5 


8.5 


Small Intestine Pool 


20.9 


Uvanan ca. IvjKO V- 
1 


2.5 


Stomach Pool 


13.2 


Ovarian ra 

OVCAR-8 


4.1 


Bone Marrow Pool 


8.7 


Ovarv 




re Lai ncari 




Rn*a<;t ra MPF-7 




I_T Aar f Pri^l 

ncaii rooi 


1 I.J 


Breast ca MT)A- 
MB-231 


3.1 


Lymph Node Pool 


27.2 


Breast ca. BT 549 


23.5 


Fetal Skeletal Muscle 


9.1 


Breast ca. T47D 


19.5 


Skeletal Muscle Pool 


6.7 


Rreast ca MDA-N 


n 

V.J 3 


vnl^An Ps\/t1 

opiccn rOOl 




Breast Pool 


25.2 


Thymus Pool 


18.2 


Trachea i 


12.6 


CNS cancer (glio/astro) 
U87-MG 


8.7 


Lung 


13.3 


L/JNo cancer (gno/astroj 
U-118-MG 


7.5 


Fetal Lung 


41.8 


CNS cancer 
(neurojmet) SK-N-AS 


21.3 
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Lung ca.NCI-N417 


0.0 


CNS cancer (astro) i»F- 
539 


2.4 


Lung ca. LX-1 


32.1 


CNS cancer (astro) 
SNB-75 


97.9 


Lungca.NCI-H146 | 


14 


CNS cancer (glio) 

orNij- 1 y 


3.0 


Lung ca. SHP-77 


2.3 


295 


26.1 


Lung ca. A549 


5.4 


Brain (Amygdala) Pool 


4.1 


T nno pa 

l^UIlg la. nJiiU 


0 4 




13 0 

JJ.U 


T una rn Nn.H9^ 


inn n 




2S 5 


Lungca.NCI-H460 


7.9 j 


Brain (Hippocampus) 

ruui 


7.5 


T una ra WOP ftT> 


A 1 


i* prpnfQl i ortpv Pnnl 
vClCUIal V^UI IC A ruui 


7 7 


Lung ca. NCI-H522 


1.4 


T^rQin ^slnrictsifiti q moral 
Olalll ^OUUolailUa illgla} 

Pool 


5.8 


Liver 


1.4 


Brain (Thalamus) Pool 


11.7 


Fetal Liver 


9.3 


Brain (whole) 


9.5 


Liver ca. HepG2 


5.2 


Spinal Cord Pool 


10.5 


Kidney Pool 


40.3 


Adrenal Gland 


9.1 


Fetal Kidney 


40-1 


Pituitary gland Pool 


2.0 


Renal ca. 786-0 


12.9 


Salivary Gland 


8.3 


Renal ca. A498 


3.4 


Thyroid (female) 


2.5 


Renal ca. ACHN 


5.4 


Pancreatic ca. CAPAN2 


9.3 


Renal ca.UO-31 


7.2 


Pancreas Pool 


20.9 



Table BPD. Panel 2D 



Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
169590472 


Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
169590472 


Normal Colon 


28.1 


Kidney Margin 
8120608 


1.8 


CC Well to Mod Diff 
(OD03866) 


2.4 


Kidney Cancer 
8120613 


2.7 


CC Margin (OD03866) 


1.4 


Kidney Margin 
8120614 


8.0 


CC Gr.2 rectosigmoid 
(OD03868) 


3.5 


Kidney Cancer 
9010320 


6.0 


CC Margin (OD03868) 


1.1 


Kidney Margin 
9010321 


11.7 


CCMod Diff(ODO3920) 


9.9 


Normal Uterus 


4.8 


CC Margin (ODO3920) 


6.0 


Uterus Cancer 064011 


2.3 


CC Gr.2 ascend colon 


12.3 


Normal Thyroid 


6.6 
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(OD03921) 








CC Margin (OD03921) 


3.1 


Thyroid Cancer 
064010 


0.5 


CC from Partial 
Hepatectomy (ODO4309) 
Mets 


12.8 


Thyroid Cancer 
A302152 


2.1 


Liver Margin (ODO4309) 


34.6 


Thyroid Margin 
A302153 


9.2 


t Ail 

Colon mets to lung 
(OD04451-01) 


12.2 


Normal Breast 


13.6 


Lung Margin (OD04451- 
02) 


2.9 


Breast Cancer 
(OD04566) 


6.4 


Normal Prostate 6546-1 


9.9 


Breast Cancer 
(OD04590-01) 


9.8 


Prostate Cancer 
(OD04410) 


16.6 


Breast Cancer Mets 
(OD04590-03) 


14.0 


Prostate Margin 
(OD04410) 


15.4 


Breast Cancer 

Metastasis 

(OD04655-05) 


5.3 


Prostate Cancer 
(OD04720-01) 


20.6 


Breast Cancer 064006 


11.2 


Prostate Margin 
(OD04720-02) 


16.6 


Breast Cancer 1024 


31.6 


Normal Lung 061010 


27.2 


Breast Cancer 
9100266 


8.0 


Lung Met to Muscle 
(OD04286) 


3.5 


Breast Margin 
9100265 


4.6 


Muscle Margin 

\\JU\J*t£* o\jj 


6.7 


Breast Cancer 

A90Q07'* 


4.1 


T lino A/fjili onant Pan/*pf 
idling lVlallglLcUll V^allvCI 

(OD03126) 


3.7 


DI CoM JVLaTgin 

A209073 


8.4 


Lung Margin (OD03126) 


10.8 


Normal Liver 


100.0 


Lung Cancer (OD04404) 


4.1 


Liver Cancer 064003 


44.4 


Lung Margin (OD04404) 


4.3 


Liver Cancer 1025 


47.0 




n o 


L/lVCl all LCI 1UZO 


0 0 
yj.y 


Lung Margin (OD04565) 


8.5 


Liver Cancer 6004-T 


59.5 


Lung Cancer (OD04237- 
01) 


13.2 


Liver Tissue 6004-N 


6.6 


Lung Margin (OD04237- 


4.5 


Liver Cancer 6005-T 


1.5 


Ocular Mel Met to Liver 
(ODO4310) 


6.7 


Liver Tissue 6005-N 


0.5 


Liver Margin (OD043 1 0) 


6.7 


Normal Bladder 


21.5 


Melanoma Mets to Lung 
(OD04321) 


3.9 


Bladder Cancer 1023 


0.9 
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Lung Margin (OD04321) 


4.7 


Bladder Cancer 
A302173 


5.9 


Normal Kidney 


35.8 


Bladder Cancer 
(OD04718-01) 


5.5 


Kidney Ca, Nuclear grade 
2 (OD04338) 


18.0 


Bladder Normal 
Adjacent (OD04718- 
03) 


6.5 


Kidney Margin 
(OD04338) 


14. 1 


Normal Ovary 


4.5 


Kidney Ca Nuclear grade 
1/2 (OD04339) 


13.7 


Ovarian Cancer 
064008 


3.7 


Kidney Margin 
(OD04339) 


9.9 


Ovanan Cancer 
(OD04768-07) 


11.0 


Kidney Ca, Clear cell 
type (OD04340) 


10.8 


Ovary Margin 
(OD04768-08) 


1.1 


Kidney Margin 
(OD04340) 


12.7 


Normal Stomach 


7.6 


Kidney Ca, Nuclear grade 
3 (OD04348) 


0.5 


Gastric Cancer 
9060358 


3.3 


Kidney Margin 
(OD04348) 


10.6 


Stomach Margin 
9060359 


4.0 


Kidney Cancer 
(OD04622-01) 


0.9 


Gastric Cancer 
9060395 


8.2 


TT 'A *fc * 

Kidney Margin 
(OD04622-03) 


1.6 


Stomach Margin 
9060394 


5.5 


Kidney Cancer 
(OD04450-01) 


4.2 


Gastric Cancer 
9060397 


3.8 


Kidney Margin 
(OD04450-03) 


5.4 


Stomach Margin 
9060396 


0.9 


Kidney Cancer 8120607 


1.0 


Gastric Cancer 
064005 


14.5 



Table BPE. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
166445583 


Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
166445583 


Secondary Thl act 


13.9 


HUVEC IL-lbeta 


2.4 


Secondary Th2 act 


17.1 


HUVEC IFN gamma 


16.4 


Secondary Trl act 


15.4 


HUVEC TNF alpha + IFN 
gamma 


4.8 


Secondary Thl rest 


36.6 


HUVEC TNF alpha + IL4 


3.8 


Secondary Th2 rest 


19.1 


HUVEC IL-11 


6.1 


Secondary Trl rest 


28.7 


Lung Microvascular EC 
none 


9.2 
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Primary Thl act 


10.2 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


5.0 


Primary Th2 act 


18.2 


Microvascular Dermal EC 
none 


14.5 


Primary Trl act , 


28.5 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


10.4 


Primary Thl rest 


100.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


6.1 


Primary Th2 rest 


42.3 


Small airway epithelium 
none 


3.3 


Primary Trl rest 


35.8 


Small airway epithelium 
TNFalpha + IL-lbeta 


29.3 


CD45RA CD4 

1 vmnVi npvtf* ppf 


14.6 


Coronery artery SMC rest 


5.6 


CD45RO CD4 

1 vmnlifipvt^ nf*t 


28.7 


Coronery artery SMC 


3.4 


CD8 lymphocyte act 


17.7 


Astrocytes rest 


12.1 


Secondary CD8 
lymphocyte rest 


23.7 


Astrocytes TNFalpha + 
IL-lbeta 


11.5 


Secondary CD8 
lymphocyte act 


12.7 


KU-812 (Basophil) rest 


23.2 


CD4 lymphocyte none 


22.2 


KU-812 (Basophil) 
PMA/ionomycin 


37.1 


2ry Thl/Th2/Trl_anti- ; 
CD95 CHI 1 


39.5 


CCD 1 106 (Keratmocytes) 

nunc 


5.0 


LAK cells rest 


17.9 


i/i/fi luo ^ri.cruiinuL>yiei>^ 

TNFalpha + IL-lbeta 


41.5 


Lj/VJV CClia 


A\ 9 
*tl *JL 


i^i ver cirrnosis 


37 Q 

j i.y 


T r^llc TT -9+TT -1 9 • 




i^upus Kiuncy 


Z1.0 


LAK cells IL-2+IFN 

gal I HI la 


47.0 


NCI-H292 none 


25.0 


LAK celk TT -2+ TT -1 8 




NPT-TT909 TT -4 




PMA/ionomycin 


5.3 


NCI-H292 IL-9 


21.6 


NK Cells IL-2 rest 


17.8 


NCI-H292IL-13 


9.2 


Twn Wflv MT W ^ Hav 


47 6 


NPI.H709 TFM oamma 




Twn Wflv MT T? S Hav 

1WU VV ay lVll^JX J UaY 


1 ^ 0 
1 J.U 


n± /vcv^ nunc 


1 O.J 


Two Way MLR 7 day ! 


18.8 


HP AEC TNF alpha + IL-l 
beta 


4.0 




7 6 


i^ung iiuroDidsi none 




PBMC PWM 


24.7 


JLung norooiaoi i rsr dipna 
+ IL-l beta 


24.3 


PBMC PHA-L 


4.9 


Lung fibroblast IL-4 


23.8 


Ramos (B cell) none 


19.5 


Lung fibroblast IL-9 


14.6 


Ramos (B cell) 


10.7 


Lung fibroblast IL-l 3 


17.1 
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ionomycin 








B lymphocytes PWM 


22.8 


T CI "LI a. Tp\T 

Lung fibroblast IFN 
gamma 


24.1 


B lymphocytes CD40L 
and IL-4 


40.1 


Dermal fibroblast 
CCD1 070 rest 


20.3 


EOL-1 dbcAMP 


15.9 


Dermal fibroblast 
CCD 1070 TNF alpha 


22.4 


EOL-1 dbcAMP 
r ivi/v lononiycin 


11,7 


Dermal fibroblast 
pprnn7nn 1 Vi^ta 

KsKsL/ 1 U / U UU- 1 DC Id. 


0.6 


Dendritic cells none j 


22.2 


Dermal fibroblast IFN 
ganuna 


10.6 


UCllUlllll/ V/Cllo J^r o 




UCIUldl IlurOUlaol 1Lv~*t 


1 1.0 


j~/cuui nil/ isCiia aim 

CD40 


23.5 


IBD Colitis 2 


7.3 


Monocytes rest 


37.9 


IBD Crohn's 


8.0 


Monocytes LPS 


15.8 


Colon 


54.0 


Macrophages rest 


10.2 


Lung 


9.7 


Macrophages LPS 


5.0 


Thymus 


39.5 


HUVEC none 


17.3 


Kidney 


63.7 


HUVEC starved 


11.8 







Table BPF. Panel 5 Islet 



Tissue Name 


Rel. Exp.(%) 
Ag3524, Run 
242386392 


Tissue Name 


Rei. Exp.(%) 
Ag3524, Run 
242386392 


97457_Patient- 
02go_adipose 


66.0 


94709_Donor 2 AM - A_adipose 


9.0 


97476_Patient- 
07sk_skeletal muscle 


10.7 


94710_Donor 2 AM - B_adipose 


9.8 


97477_Patient- 
07ut_uterus 


9.4 


947 1 l_Donor 2 AM - C_adipose j 


8.1 


97478_Patient- 
07pl_placenta 


7.8 


94712_Donor 2 AD - A adipose 


17.8 


991 67_Bayer Patient 1 


10.2 


94713_Donor 2 AD - B_adipose 


27.0 


97482_Patient- 
08ut_uterus 


0.0 


94714JDonor 2 AD - C_adipose i 


43.5 


97483_Patient- 
08pl_placenta 


0.0 


94742_Donor 3 U - 
A_Mesenchymal Stem Cells 


0.0 


97486_Patient- 
09sk_skeletal muscle 


0.0 


94743_Donor 3 U - 
B_Mesenchymal Stem Cells 


0.0 


97487_Patient- 
09ut uterus 


0.0 


94730_Donor 3 AM - A_adipose i 


16.8 


97488_Patient- 
09pl_placenta 


17.0 


9473 l_Donor 3 AM - B_adipose 


7.8 
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97492_Patient- 
lOut uterus 


28.1 


94732_Donor 3 AM - C_adipose 


18.0 


97493_Patient- 
10pl_placenta 


25.3 


94733_Donor 3 AD - A_adipose 


0.0 


97495JPatient- 
llgo_adipose 


61.6 


94734_Donor 3 AD - B adipose 


0.0 


97496JPatient- 

1 lsk_skeletal muscle 


28.5 


94735_Donor 3 AD - C_adipose 


18.9 


97497_Patient- 
llut_uterus 


16.2 


77138_Liver_HepG2untreated 


15.8 


97498_Patient- 
llpl_placenta 


5.0 


73556_Heart_Cardiac stromal 
cells (primary) 


9.7 


97500_Patient- 
12go_adipose 


100.0 


81 735_Small Intestine 


62.9 


97501_Patient- 
12sk_skeletal muscle 


42.6 


72409_Kidney_Proximal 
Convoluted Tubule 


24.0 


97502_Patient- 
12ut_uterus 


41.8 


82685_Small intestine_Duodenum \ 


32.8 


97503_Patient- 
12pl_placenta 


0.0 


90650_Adrenal_Adrenocortical 
adenoma 


0.0 


94721_Donor2U- 
A__MesenchymaI Stem 
Cells 


0.0 


72410_Kidney_HRCE 


39.8 


94722_Donor 2 U - 
B_Mesenchymal Stem 


0.0 


72411_Kidney_HRE 


21.8 


94723_Donor2U- 
C Mesenchymal Stem 
Cells 


0.0 


73 1 39_Uterus_Uterine smooth 
muscle cells 


8.1 



CNS__neurodegeneration_vl.O Summary: Ag3524 No differential expression of the 
CG59276-01 gene is detected between Alzheimer's diseased postmortem brains and those of 
non-demented controls in this experiment. However, as observed in panel 1 .4 this gene is 
expressed at low levels throughout the CNS, including in amygdala, substantia nigra, 
thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a role in 
central nervous system disorders such as Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

General_screening_panel_vl.4 Summary: Ag3524 Expression of the CG59276-01 gene is 
highest in a sample derived from a brain and lung cancer cell lines (CTs = 29). Thus, the 
expression of this gene could be used to distinguish these samples from the other samples in 
the panel. The CG59276-01 gene encodes a dihydroorotate dehydrogenase (DHODH) 
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homolog. DHODH is an enzyme involved in the pathway for pyrimidine production. Drugs 
known to inhibit DHODH activity, such as brequinar sodium (Dup-785), have been shown to 
have anti-tumor activities (ref. 1). Therefore, therapeutic modulation of the activity of this 
gene encoded by this gene may be beneficial in the treatment of CNS and lung cancer. In 
addition, low to moderate expression of this gene is seen in all of the samples on this panel. 
Therefore, this gene may be playing an important role in cellular function. 

This gene is expressed at low to moderate levels in a number of tissues with metabolic 
or endocrine function, including adipose, adrenal gland, gastrointestinal tract, pancreas, and 
skeletal muscle. Therefore, therapeutic modulation of the activity of this gene may prove 
useful in the treatment of endocrine/metabolically related diseases, such as obesity and 
diabetes. 

Recently, it has been demonstrated that down regulation of DHODH mRNA using 
RNA interference (RNAi) may inhibit growth of Plasmodium falciparum (ref 2). 

References: 

1. Braakhuis BJ, van Dongen GA, Peters GJ, van Walsum M, Snow GB (1990) 
Antitumor activity of brequinar sodium (Dup-785) against human head and neck squamous 
cell carcinoma xenografts. Cancer Lett 49(2): 133-7. 

2. McRobert L, McConkey GA.(2002) RNA interference (RNAi) inhibits growth of 
Plasmodium falciparum. Mol Biochem Parasitol 1 19(2):273-8 

Panel 2D Summary: Ag3524 The expression of this gene appears to be highest in a sample 
derived from a normal liver tissue (CT=30.3). In addition, there appears to be substantial 
expression in other samples derived from liver cancers and breast cancers. Thus, the 
expression of this gene could be used to distinguish normal liver tissue from other samples in 
the panel. Moreover, therapeutic modulation of this gene, through the use of small molecule 
drugs, protein therapeutics or antibodies could be of benefit in the treatment of liver or breast 
cancer. 

Panel 4D Summary: Ag3524 Highest expression of the CG59276-01 gene is detected in 
resting primary Thl cells (CT=30.03). In addition, the expression of this gene is significantly 
reduced in activated primary Thl cells, suggesting a regulatory role for this gene in T-cell 
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activation. The CG5 9276-01 encodes a dihydroorotate dehydrogenase, an enzyme involved in 
the pathway for pyrimidine production. Recently, an inhibitor of this enzyme, leflunomide has 
been shown to be an effective treatment for rheumatoid arthritis (ref 1). Therefore, 
therapeutics designed with the protein encoded for by this transcript could be important in 
regulating T cell function and treating T cell mediated diseases such as asthma, rheumatoid 
arthritis, psoriasis, IBD, and systemic lupus erythematosus. 

Overall, this gene is expressed at low to moderate levels in a wide range of cell types 
of significance in the immune response in health and disease. These cells include members of 
the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear 
cell family, as well as epithelial and fibroblast cell types from lung and skin, and normal 
tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 
suggests that this gene product may be involved in homeostatic processes for these and other 
cell types and tissues. This pattern is in agreement with the expression profile in 
General_screening_panel_vl.4 and also suggests a role for the gene product in cell survival 
and proliferation. 

Therefore, modulation of the gene product with a functional therapeutic may lead to 
the alteration of functions associated with these cell types and lead to improvement of the 
symptoms of patients suffering from autoimmune and inflammatory diseases such as asthma, 
allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, 
and osteoarthritis. 

Reference: 

1. Schattenkirchner M. (2000) The use of leflunomide in the treatment of rheumatoid 
arthritis: an experimental and clinical review, hnmunopharmacology 47(2-3):291-8 

Panel 5 Islet Summary: Ag3524 This gene has a low level of expression in adipose tissue 
(CTs=33-35). Thus, this gene product may be a small molecule drug for the treatment of 
obesity and obesity-related diseases, including Type 2 diabetes. 

BQ. CG59268-01 : KIAA2372 

Expression of gene CG59268-01 was assessed using the primer-probe set Ag3523, 
described in Table BQA. Results of the RTQ-PCR runs are shown in Tables BQB and BQC. 
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PrimersJ Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forwardj5 ' -tactcttttggcttgatggaaa-3 ' 


22 


556 


608 


p , |TET-5 ' -ccaacttctacgaccaggcagaaaa-3 1 - 
" 0De Jtamra 


25 


578 


609 


Reverse js ' -gacaaagagttggtgcctcttt-3 ' j 


22 


610 


610 



Table BOB . General_screeningj3anel_vL4 



Tissue Name | ReL Exp (%) Ag3523 ' 
1 issue name | Run 216874716 


Tissue Name 


Rel. Exp.(%) Ag3523, 
Run 216874716 


Adipose j 47.6 


Renal ca. TK-10 


62.9 


Melanoma* 
Hs688(A).T 


4.0 


Bladder 


25.2 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


40.1 


Melanoma* Ml 4 


15.4 


Gastnc ca. KATO HI 


0.0 


Melanoma* 
LOXIMVI 


0.8 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


39.5 


Colon ca. SW480 


9.7 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


10.2 


Testis Pool 


35.8 


Colon ca. HT29 


27.2 


Prostate ca.* (bone 
met) PC-3 


8.5 


Colon ca.HCT-1 16 


52.5 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


31.2 


Placenta 


0.0 


Colon cancer tissue 


14.1 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


12.2 


Ovarian ca. SK-OV- 
3 


16.3 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


10.3 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


47.6 


Small Intestine Pool 


3.9 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


4.3 


Ovarian ca. 
OVCAR-8 


1.5 


Bone Marrow Pool 


0.0 


Ovary 


0.0 


Fetal Heart 


4.2 
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Proa ct ra MPF-7 


1 6 0 

1 U.v 


riean r ooi 




DICaol td. iVJX//\" 

MB-231 


| 8.8 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


| 33.4 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


| 62.9 


Skeletal Muscle Pool 


5.1 


OiCaoL td. lVJX//\ 1> 


3 8 R 
o.o 


opieen r ooi 


a a 


Breast Pool 


| 0.0 


Thymus Pool 


0.0 


Trachea 


0.0 


CNS cancer (gho/astro) 
U87-MG 


9.0 


Lung 


0.0 


CNS cancer (gho/astro) 
U-118-MG 


33.2 


Fetal Lung 


15.1 


CNS cancer 
(neuro;met) SK-N-AS 


23.5 


Lung ca. NCI-N417 


3.5 


CNS cancer (astro) SF- 
539 


11.0 


Lung ca. LX-1 


3.7 


CNS cancer (astro) 
SNB-75 


13.8 


Lungca. NCI-H146 


0.0 


CNS cancer (glio) 

QXTR 1Q 


20.7 


Lung ca. SHP-77 


11.0 


LINO LallLCl ^gllOJ O-T - 

295 


30.1 


Lung ca. A549 


6.3 


Brain (Amygdala) Pool 


0.0 


T una ra 


a a 


oram ^cereoeiium^ 


A A 




1 R 


Drain ffotnW 

old in ^ieiaij 




Lungca.NCI-H460 


13.5 


Brain (Hippocampus) 

xOOl 


4.6 


T una rn 


A 0 


\«/ ere orai i^onex r^ooi 


A A 


Lungca. NCI-H522 


9.2 


cram ^oUDStanxia nigra ) 
Pool 


4.4 


Liver 


4.5 | 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 \ 


100.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


6.5 


Adrenal Gland 


8.3 


Fetal Kidney 


17.9 


Pituitary gland Pool 


6.6 


Renal ca. 786-0 


38.7 


Salivary Gland i 


16.3 


Renal ca. A498 


3.2 


Thyroid (female) 


0.0 


Renal ca. ACHN 


9.0 


Pancreatic ca. CAPAN2 


16.5 


Renal ca.UO-31 


0.0 


Pancreas Pool 


11.3 



Table BOC . Panel 4D 





Rel. Exp.(%) 




Rel. Exp.(%) 


Tissue Name 


Ag3523, Run 


Tissue Name 


Ag3523, Run 




166407138 




166407138 
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oeconuary ini act 


111 


IrlU V rX^ LL- 1 Deta 


1.5 


QppAnHan/ TVi9 art 

ijcconuary i nz aui 




jriu viiu iriN gamma 


U.U 


Secondary Trl act 


9.5 


JrlUVli^ liNr aipna + LrN 
jgamma 


0.0 


oeconaary ini real 




]ttt TXTTIC* TTVTC 1 olnkq -L TT /I 

|xiU V-bC IJNr aipna + 1JL4 


u.o 


Secondary Th2 rest 


1.3 


jHUVEC IL-11 


5.1 


Secondary Trl rest 


1.7 


jLung Microvascular EC 
jnone 


0.0 


Primary Thl act 


13.1 


JLung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


10.8 


iMicrovascular Dermal EC 
jnone 


1.0 


Primary Trl act 


7.5 


jMicrosvasular Dermal EC 
jTNFalpha + IL-lbeta 


1.6 


Primary Thl rest 


1.4 


iBronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


^ T ' r " vj^nr^-^^vw^v,,,. -- r 

Small airway epithelium 
jnone 


1.0 


Primary Trl rest 


2.6 


I Small airway epithelium 
JTNFalpha+IL-lbeta 


4.4 


CD45RA CD4 
lympnocyic act 


0.0 


jcoronery artery SMC rest 


0.0 


CD45ROCD4 

lympnocyie act 


8.0 


JCoronery artery SMC 
] 1 Nb alpha + 1L- 1 beta 


0.0 


CD8 lymphocyte act 


0.0 


jAstrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


1.5 


jAstrocytes TNFalpha + 
|lL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


3.1 


|lCU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none ; 


1.0 


KU-8 12 (Basophil) 
|PMA/ionomycin 


8.1 


2ry Thl/Th2/Trl_anti- j 


3.7 


CCD1 106 (Keratinocytes) 
(none 


4.0 


LAK cells rest 


7.2 


CCJJ1 lUo (Keratinocytes) 
|TNFalpha+IL-lbeta 


2.2 


i_^/\JV CcllS Y\->-L 


U.U 


iLiver cirrhosis 


15.3 


T AV oallc TT 04-TT 10 
L/ZVIv ceils ILr Z+LL- 1 2. 




(Lupus kidney 


5.0 


LAK cells IL-2+IFN 

gamma 


12.2 


|nCI-H292 none 


1.0 


T Ay «/>11e TT O-l- TT 10 
L^rvlv CcllS 1JL>-Zt- LLr-lo 


4. / 


|JNL.l-rl2y2 JJL-4 


0.6 


T /%o11e» 

LAK cens 
PMA/ionomycin 


1.4 




prCI-H292 IL-9 


1.6 


NK Cells IL-2 rest \ 


7.9 


JNCI-H292 IL-13 


1.5 


Two Way MLR 3 day j 


0.0 


(NCI-H292 IFN gamma 


1.2 


Two Way MLR 5 day j 


0.0 


|HPAEC none 


0.0 
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Two Way MLR 7 day i 


0.0 


HPAECTNF alpha + IL-1 

beta 


0.0 


roiVlC rest 


5.5 


Lung fibroblast none 


A A 


PBMCPWM 


2.6 


T . , - L -~ - .£tt_„_.l_1 „„i ' I ' NTT n1«lt/> 

Lung fibroblast 1 rsr alpha 
+ IL-1 beta 


0.0 


PBMC rHA-L 


0.0 


Lung fibroblast IL-4 


1 A 

3.9 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


8.2 


Lung fibroblast EFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


1.5 


Dermal fibroblast 
CCD 1070 rest 


0.0 


EOL-1 dbcAMP 


4.5 


Dermal fibroblast 
CCD1070TNF alpha 


13.9 


EOL-1 dbcAMP 
PMA/ionomycin 


10.8 


Dermal fibroblast 
uuuiu/UiL-i beta 


0.4 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


Dendritic ceils Lr& 


A A 
U.U 


Dermal iibroblast IL-4 


A A 
U.O 


Dendritic cells anti- 
CD40 


0.0 


EBD Colitis 2 


0.0 


Monocytes rest 


11.5 


TBD Crohn's 


66 0 

\J\J *\J 


Monocytes LPS 


6.4 


Colon 


100 0 


Macrophages rest 


4.5 


Lung 


0.0 


Macrophages LPS 


1.4 


Thymus 


38.4 


HUVEC none 


1.9 


Kidney 


0.0 


HUVEC starved 


1.6 







CNS_neurodegeneration_vl.O Summary: Ag3523 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.4 Summary: Ag3523 Expression of the CG59268-01 gene is 
highest in sample derived from liver cancer cell line (CT=32.55). Therefore, expression of this 
gene may be used to distinguish liver cancers from the other samples on this panel. In 
addition, low levels of expression of this gene are also observed in one of the ovarian cancer, 2 
of the breast cancer, 2 of the renal cancer, bladder, gastric cancer, 3 of the colon cancer, and 4 
of the CNS cancer samples. Therefore, therapeutic modulation of the activity of this gene 
product may be beneficial in the treatment of these cancers. 

844 



WO 02/072757 



PCT/US02/06908 



Among the tissues with metabolic or endocrine function, this gene is expressed at low 
levels in adipose tissue sample. Adipose tissue has several crucial roles including (i) 
mobilization from stores of fatty acids as an energy source, (ii) catabolism of lipoproteins such 
as very-low-density lipoprotein and (iii) synthesis and release of hormonal signals such as 
leptin and interleukin-6 (Coppack et al., 2001). Therefore, therapeutic modulation of the 
activity of this gene may prove useful in the treatment of endocrine/metabolically related 
diseases, such as obesity, hyperlipidemia, and insulin resistance. 

References: 

1. Coppack SW, Patel JN, Lawrence VJ. (2001) Nutritional regulation of lipid 
metabolism in human adipose tissue. Exp Clin Endocrinol Diabetes ;109(Suppl 2):S202-S214 

Panel 4D Summary: Ag3523 Expression of the CG59268-01 gene is highest in sample 
derived from colon (CT=31.56). Therefore, expression of this gene may be used to distinguish 
colon sample from the other samples on this panel. In addition, significant expression of this 
gene is also observed in IBD Crohn's sample (CT=32.16). Thus, expression of this gene in 
colon and Crohn's sample can be used to distinguish these two samples from IBD Colitis 2 
sample. In addition, therapeutic modulation of the activity of this gene product may be 
beneficial in the treatment of IBD Crohn's disease. 

BR CG59549-01: H326 like 

Expression of gene CG59549-01 was assessed using the primer-probe set Ag3464, 
described in Table BRA. Results of the RTQ-PCR runs are shown in Tables BRB and BRC. 

Table BRA . Probe Name Ag3464 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forward 


5 ' -gtgcgtcacctgttacagaga-3 ' 


21 


1678 


611 


Probe 


TET-5 ' -ctcatcaacccggctggagagatcat-3 1 - 
TAMRA 


26 


1700 


612 


Reverse 


5 * -ctcttcttcatctgggaactca-3 1 


22 ; 


1731 


613 



Table BRB . General_screening_panel_vl.4 



Tissue Name 



Rel. Exp.(%) Ag3464,j 
Run 217067408 



Tissue Name 



Rel. Exp.(%) Ag3464, 
Run 217067408 
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Adipose 


0.0 


Renal ca.TK-10 


0.0 


Melanoma* 


0.0 


Bladder 


0.0 


Melanoma* 


0.0 


Gastric ca. (liver met.) 
NPT-N87 


1.6 


Melanoma* Ml 4 


1.0 


Gastric ca. KATO III 


2.1 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* bK- 
MET -5 


23.8 


Colon ca. SW480 


2.6 


Squamous cell 

parr* in run a ^C*C*-A 


0.0 


Colon ca.* (SW480 
met} <?Wfi90 


0.0 


1 WO lib .T vVIl 


11 8 




n ft 


Prostate c a * ftwip 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0 0 


f^nlrtn cancpr Hq^iip 

V^HlUll VOllvvl llJJUW 


ft ^ 

V.J 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovanan ca. SK-OV- 
3 


1.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.0 


Colon Pool 


3.3 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.9 


Ovanan ca. luROV- 
1 


0.0 


Stomach Pool 


0.0 


Ovarian ca 

OVCAR-8 


4.8 


Bone Marrow Pool 


0.0 


Ovarv 


0 0 


F^tal H>art 


ft ft 


Rreast ca MPF-7 


0 0 


W>art Pnril 
xicdiL ruui 


ft ft 


Rreast ca MT)A- 

MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


4.9 


Skeletal Muscle Pool 


0.0 


Rrpn«t rn MDA.N 
uicoot \s*X. lvi__l_yA\ 1 > 


i i 
i . i 


Ct^I Aaf>n Pool 

opiccii ruui 


ft ft 


Breast Pool 


2.2 j 


Thymus Pool 


0.7 


Trachea 


0.0 


CNS cancer (gho/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


20.4 


Fetal Lung 


0.0 


CNS cancer 
(neurojmet) SK-N-AS 


0.0 
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Lung ca.NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lung ca. NCI-H146 


2.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.7 


v^jno cancer yjuoj or- 
295 


100.0 


Lung ca, A549 


0.6 


Brain (Amygdala) Pool 


1.1 


j^ung ca. iNi^i-rijzo • 


n n 
u.u 


Drain ^cereoenumj 


u.u 


T lino NTfT HO^ 


n n 
u.u 


tsrain ^iexaij 


U.U 


Lungca.NCI-H460 ! 


0.0 


Brain (Hippocampus) 

rOOl 


0.0 


JLung ca. rLKjr-o/. 


Z.O 


cereDrai uortex rooi 


U.U 


Lung ca. NCI-H522 


0.0 


Brain (Substantia nigra) 
Pool 


0.8 


Liver 


0.0 


Brain (Thalamus) Pool 


1.1 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


ao 


Spinal Cord Pool 


0.8 


Kidney Pool 


0.0 


Adrenal Gland 


2.0 


Fetal Kidney 


3.2 IPituitary gland iPool 


0.0 


Renal ca. 786-0 


0.0 {Salivary Gland 


0.0 


Renal ca. A498 


0.0 jThyroid (female) 


0.0 


Renal ca. ACHN 


0.0 jPancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 jPancreas Pool 


1.8 



Table BRC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3464, Run 
166417099 


Tissue Name 


Rel. Exp.(%) 
Ag3464, Run 
166417099 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


2.5 


HUVEC TNF alpha + IFN ; 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 
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|TNFalpha+IL-lbeta 




Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lympnoLyic at/i 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lympnocyie aci 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


12.0 


2ry Thl/Th2/Trl_anti- ; 

pnQ^ PH1 1 


5.9 


CCD1 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


CCD1106 (Keratinocytes) 
1 IN r alpha + 1L- 1 beta 


0.0 


T AK rplk TT -9 


ft A 

u.u 


Liver cirrhosis 


i nn n 

1UU.U 


1-j-rViv CCllo lJU-Z- ' lJ-»- 1 z 


0.0 


Lupus kidney \ 


u.u 


LAK cells IL-2+IFN | 

gall 1111 a 


0.0 


NCI-H292 none 


0.0 


T AY rf»11c TT -9+ TT -1 R 


A A 

U.U 


\TpT TTIA'r TT A 

NC1-H292 IL-4 


ft ft 

U.U 


L//\Iv CCliS 

PMA/ionomycin 


0.0 


NCI-H292IL-9 


10.0 


NK Cells IL-2 rest 


A A 
U.U 


XT/^T TT1f\0 TT 1 

NCI-H292 1L-13 


0.0 


i wo w ay ivii^iv j day 


A A 

0.0 


NC1-H292 IF N gamma 




i wu w a.y ivii^xs. j iiay 


0.0 


HPAEC none 


n ft 
u.u 


Two Way MLR 7 day : 


0.0 


HPAEC TNF alpha + IL-1 

beta 


0.0 


i oiviL, rest 


ft ft 

0.0 


Lung fibroblast none 


7 ft 

/ .u 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


ddup PR A T 


0.0 


Lung fibroblast IL-4 


ft ft 

U.U 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-1 3 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 
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EOL-l dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 
PMA/ionornycin 


0.0 


Dermal fibroblast 

PPTMrt7H TT 1 Kofi 

L^DIU /U IL-1 Deia 


0.0 


Dendritic cells none " 


0.0 


Dermal fibroblast BFN 
gamma 


0.0 


Dendritic cells Lro 




TV i. ILLJL 1 £UrMU1nnt TT A 

Dermal fibroblast i.L-4 


a a 


Dendritic cells anti- j 
CD40 


0.0 


EBD Colitis 2 


0.0 


Monocvtes rest 


0.0 


TBD Crohn's 


6 3 


Monocytes LPS 


0.0 


Colon 


21 A 


Macrophages rest 


0.0 


Lung 


3.8 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3464 Expression of the CG59549-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.4 Summary: Ag3464 Expression of the CG59549-01 gene is 
highest in a CNS cancer (glio) SF-295 sample (CT = 31.15). Thus, the expression of this gene 
could be used to distinguish this sample from the other samples in the panel. In addition, low 
to moderate expression of this gene is detected in a melanoma and a CNS cancer sample. 
Therefore, therapeutic modulation of this gene or its protein product may be beneficial in the 
treatment of melanoma and CNS cancer. 

Panel 4D Summary: Ag3464 Low but significant expression of the CG59549-01 gene is 
detected exclusively in liver cirrhosis sample (CT=33.4). Therefore, expression of this gene 
may be used to distinguish liver cirrhosis from the other samples on this panel. Furthermore, 
expression of this gene is not detected in normal liver in Panel 1.3D, suggesting that its 
expression is unique to liver cirrhosis. Therefore, antibodies or small molecule therapeutics 
could reduce or inhibit fibrosis that occurs in liver cirrhosis. In addition, antibodies to this 
gene product could also be used for the diagnosis of liver cirrhosis. 

BS. CG59641-01: ACETYL-COA CARBOXYLASE 2 

Expression of gene CG59641-01 was assessed using the primer-probe set Ag3502, 
described in Table BSA. Results of the RTQ-PCR runs are shown in Table BSB. 

Table BSA . Probe Name Ag3502 
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Primers 


Seauences 


Length 


Start 
Position 


1 SEQID 

1 NO: 


Forward 


5 ' -ctccctacgtcaccaaggat-3 1 . 


20 ! 


5090 


1 614 


Probe 


TET-5 1 -aagcgattccaggcccagaccct-3 ' - 
TAMRA 


23 ! 


5122 


615 


Reverse 


5 ' -ccgggaagtcatagatgtaggt-3 ' 


22 : 


5152 


| 616 



Table BSB . General_screening__panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3502, 
Run 217131537 


Tissue Name 


Rel. Exp.(%) Ag3502, 
Run 217131537 


Adipose 


100.0 


Renal ca. TK-IO 


6.6 


Melanoma* 

rlSOoo(Aj. 1 


1.5 


Bladder 


14.2 


Melanoma* 
Hs688(B) T 


1.4 


Gastric ca. (liver met.) 
NCI-N87 


11.6 


Melanoma* Ml 4 


7.2 


Gastric ca. KATO III 


4 2 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.5 


Melanoma* SK- 
MEL-5 


14.8 


Colon ca. SW480 


7.8 


Squamous cell 
carcinoma SCC1-4 


0.2 


Colon ca.* (SW480 
mefl SW620 


5.8 


Testis Pool 


10.0 


Colon ca. HT29 


1.0 


Prostate ca.* (bone 
met) PC-3 


19.9 


Colon ca. HCT-116 


5.8 


Prostate Pool 


12.9 


Colon ca. CaCo-2 


8.2 


Placenta 


1.9 


Colon cancer tissue 


7.6 


Uterus Pool 


9.2 


Colon ca.SWl 116 


2.0 


Ovarian ca. ; 

rw j An i 

OVCAR-3 


6.6 


Colon ca. Colo-205 


9.0 


Ovarian ca. SK-OV- 


12.2 


Colon ca. SW-48 


1.7 


Ovarian ca. 
OVCAR-4 


1.9 


Colon Pool 


20.7 


Ovarian ca. 
OVCAR-5 


8.5 


Small Intestine Pool 


27.9 


Ovarian ca. IGROV- 
1 


1.2 


Stomach Pool 


28.7 


Ovarian ca. 
OVCAR-8 


1.7 


Bone Marrow Pool 


8.0 


Ovary 


12.1 


Fetal Heart 


30.6 


Breast ca. MCF-7 


63.7 


Heart Pool 


16.7 


Breast ca. MDA- 
MB-231 


4.5 


Lymph Node Pool 


18.8 



850 



WO 02/072757 



PCT/US02/06908 



Breast ca. BT 549 


1.8 


Fetal Skeletal Muscle 


5.4 


Breast ca. T47D 


10.8 


Skeletal Muscle Pool 


66.0 


131 Coo I Ca. IVJLLTrY-l^ 




opiCCIl rUOl 


14 Q 


Breast Pool 


39.0 


Thymus Pool 


16.4 


Trachea 


15.3 


CNS cancer (gho/astro) 
U87-MG 


5.8 


Lung j 


5.6 


CNS cancer (gho/astro) 
U-118-MG 


9.1 


Fetal Lung 


13.6 ; 


CNS cancer 
(neuro;met) SK-N-AS 


5.0 


Lung ca. NCI-N417 


2.3 


CNS cancer (astro) SF- 
539 


3.1 


Lung ca. LX-1 


6.4 


CNS cancer (astro) 
SNB-75 


3.7 


Lungca.NCI-H146 \ 


2.2 


CNS cancer (glio) 

QVTQ 1 Q 


1.3 


Lung ca. SHP-77 


2.8 


295 


8.1 


Lung ca. A549 


10.0 


Brain (Amygdala) Pool 


6.2 


T nno KPT_H^9^ 
i^ung td. iNi^i~n.jzo 


ft 0 


Tlt*om //^^fAl^AlliirM^ 
Dl dill ^CCIwUCliltlllJ 


no 

1 J.VJ 






Prain ffetaU 

XJlulll I Iblal / 


4 2 


Lungca.NCI-H460 


3.9 


Brain (Hippocampus) 


7.5 


T liner /> q WOP fJl 

l^ung ca. rn^i -oz 


1 A 


ere oral ^onex rooi 




Lungca.NCI-H522 


13.5 


Ord.111 ^oUDblalllla nigra/ 

Pool 


7.0 


Liver 


23.2 


Brain (Thalamus) Pool 


10.2 


Fetal Liver 


11.7 


Brain (whole) 


8.8 


Liver ca. HepG2 


6.6 


Spinal Cord Pool 


9.1 


Kidney Pool 


38.7 


Adrenal Gland 


50.0 


Fetal Kidney 


10.4 


Pituitary gland Pool 


7.4 


Renal ca. 786-0 


1.5 


Salivary Gland 


11.3 


Renal ca. A498 


1.4 


Thyroid (female) 


5.1 


Renal ca. ACHN 


3.0 


Pancreatic ca. CAPAN2 


1.7 


Renal ca.UO-31 


2.5 


Pancreas Pool 


17.0 



General_screening_panel_vl.4 Summary: Ag3502 The CG59641-01 encodes an acetyl- 
CoA carboxylase 2 (ACC2) protein. Expression of this gene is highest in adipose tissue 
(CT=25.5). High levels of expression of this gene are also detected in other tissues with 
metabolic or endocrine function such as pancreas^ adrenal gland, gastrointestinal tract, heart, 
skeletal muscle, and thyroid. Acetyl-coenzyme A (acetyl-CoA) carboxylase (ACC) catalyzes 
the synthesis of malonyl-CoA, a metabolite that plays a pivotal role in the synthesis and 
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oxidation of fatty. Hence, ACC links fatty acid and carbohydrate metabolism through the 
shared intermediate acetyl-CoA, the product of pyruvate dehydrogenase. It has been shown 
recently that mutations in ACC2 gene lead to loss of body fat in a normal caloric intake in 
mouse (Abu-Elheiga et al., 2001). Therefore, therapeutic modulation of the activity of this 
gene may prove useful in the treatment of endocrine/metabolically related diseases, such as 
obesity and diabetes. 

Low to moderate expression of this gene is also detected in most of the samples used in 
this panel suggesting the possibility of a wider role in intercellular signaling for this molecule. 

Among tissues that originate in the central nervous system, this gene is expressed in all 
regions represented on this panel. Therefore, therapeutic modulation of the expression or 
function of this gene may be useful in the treatment of neurologic disorders, such as 
Alzheimer's disease, Parkinson's disease, schizophrenia, multiple sclerosis, stroke and 
epilepsy. 

In addition, significantly higher levels of expression are seen in a breast cancer cell 
line. Thus, expression of this gene could be used to differentiate between this sample and other 
samples on this panel and as a marker to detect the presence of breast cancer. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of breast cancer. 

Reference: 

1. Abu-Elheiga L, Matzuk MM, Abo-Hashema KA, Wakil SJ. (2001) Continuous fatty 
acid oxidation and reduced fat storage in mice lacking acetyl-CoA carboxylase 2. Science 
2001 Mar 30;291(5513):2613-6 

BT. CG59630-01 : Midnolin 

Expression of gene CG59630-01 was assessed using the primer-probe set Ag3425, 
described in Table BTA. Results of the RTQ-PCR runs are shown in Tables BTB, BTC and 
BTD. 

Table BTA . Probe Name Ae3425 



Primers 



Sequences Length jStart Position SEQ ID 
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NO: 


Forward 


5 • -aagctgaccttggtacccac-3 ' 


20 | 


295 


617 


Probe 


TET-5 ' -ctcatgtctcaggcctcaaggcc-3 ' -TAMRA 


23 | 


328 


618 


Reverse 


5 ' -ctctcgagagcttgcatcac-3 ' 


20 1 


361 


619 



Table BTB . CNS_neiirodegeneration_vl.O 



i issue nduic 


Rel. Exp.(%) Ag3425, 
Run 210350911 


i issue iodine 


Rel. Exp.(%) Ag3425, 
Run 210350911 


AD 1 Hippo 


18.6 


Control (Path) 3 
Temporal Ctx 


14.0 


AD 2 Hippo 


44.1 


Control (Path) 4 
Temporal Ctx 


25.0 


AD 3 Hippo 


11.3 


AD 1 Occipital Ctx 


13.6 


AD 4 Hinno 




AD 2 Occipital Ctx 
(Missing) 


0 0 


AD 5 Hippo 


53.2 


AD 3 Occipital Ctx 


11.5 


AD 6 Hippo 


100.0 


AD 4 Occipital Ctx 


24.7 


Control 2 Hippo 


47.0 


AD 5 Occipital Ctx 


53.2 


Control 4 Hippo 


38.2 


AD 6 Occipital Ctx 


80.7 


Control CPatfTi 3 
Hippo 


10.5 


v^uiiiiui i wi/vipiiai 

Ctx 


19.9 


AD 1 Temporal Ctx 


17.3 


fnntrnl 0 OffMnitnl 

\s Villi \Jl \J VL/lfJl Idl 

Ctx 


49.3 


AD 2 Temporal Ctx 


33.7 


v_/*juuui j vyvvipiiai 

Ctx 


31.2 


AD 3 Temporal Ctx 


10.4 


V^vlllllUl *t WL/L-ipildl 

Ctx 


13.9 


AD 4 Temporal Ctx 


19.1 


Occipital Ctx 


81.2 


AD S Tnf Temnnral 

rwj j nil i.wiiijjuiai 

Ctx 


49.3 


Pnntrnl /PatM ? 

Occipital Ctx 


11.0 


AD 5 Sud Temooral 
Ctx 


45.4 


Control fPatM 3 
Occipital Ctx 


8.4 


AD 6 Inf Temporal 
Ctx 


97.3 


Control (Path) 4 
Occipital Ctx 


19.6 


AD 6 Sup Temporal 
Ctx 


85.9 


Control 1 Parietal 
Ctx 


18.8 


Control 1 Temporal 
Ctx 


20.3 


Control 2 Parietal 
Ctx 


29.9 


Control 2 Temporal 
Ctx 


59.9 


Control 3 Parietal 
Ctx 


32.3 


Control 3 Temporal 
Ctx 


32.3 


Control (Path) 1 
Parietal Ctx 


91.4 
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Control 3 Temporal , 
Ctx 


17.4 


jControl (Path) 2 
(Parietal Ctx 


32.3 


Control (Path) 1 
Temporal Ctx 


70.7 


Control (Path) 3 
jParietalCtx 


7.7 


Control (Path) 2 
Temporal Ctx 


27.5 


Control (Path) 4 
fParietal Ctx 


45.1 


Table BTC. General screening panel vl.4 


Tissue Name 


Rel. Exp.(%) Ag3425, 
Run 217049295 


Tissue Name 


Rel. Exp.(%) Ag3425, 
Run 217049295 


Adipose 


17.8 


Renal ca. TK-10 


26.4 


Melanoma* 
Hs688(A).T 


15.5 


Bladder 


16.0 


Melanoma* 

rlSOoo(o). 1 


19.5 

- • — = ™: 


Gastric ca. (liver met.) 

JNUl-JNo / 


26.6 


Melanoma* M14 


1 A C 


uastnc ca. KA 1 U ill 


23.0 


Melanoma* 

t f\vnv/r\fT 
LUXIMVI 


15.7 


Colon ca. SW-948 


11.6 


Melanoma* SK- 

TV yf "C T C 


8.0 


Colon ca. SW480 


27.5 


Squamous cell 
carcinoma SCC-4 


27.2 


Colon ca* (SW480 
met) SW620 


15.3 


Testis Pool 


5.6 


Colon ca. HT29 


15.2 


Prostate ca.* (bone 
met) PC-3 


18.7 


Colon ca.HCT- 116 


40.6 


Prostate Pool 


3.3 


Colon ca. CaCo-2 


41.8 


Placenta 


16.8 


Colon cancer tissue 


19.6 


Uterus Pool 


2.6 


Colon ca. SW1116 


9.5 


Ovarian ca. 
OVCAR-3 


27.7 


Colon ca Colo-205 


41.5 


Ovarian ca. SK-OV- 
3 


58.2 


Colon ca SW-48 


6.8 


Ovarian ca. 
OVCAR-4 


4.0 


Colon Pool 


5.9 


Ovarian ca. 
OVCAR-5 


27.2 


Small Intestine Pool 


6.6 


Ovarian ca. IGROV- 
1 


30.1 


Stomach Pool 


42.9 


Ovarian ca. 
OVCAR-8 


19.3 


Bone Marrow Pool 


2.7 


Ovary 


7.6 


Fetal Heart 


9:0 


Breast ca. MCF-7 


37.1 


Heart Pool 


5.7 


Breast ca. MDA- 
MB-231 


15.3 


Lymph Node Pool 


6.5 
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Breast ca. BT 549 


51.1 


(Fetal Skeletal Muscle 


6.6 


Breast ca. T47D 


100.0 


{Skeletal Muscle Pool 


17.4 


Breast ca MDA-N 


8.3 


ISnleenPool 


1 1 2 


Breast Pool 


41.8 


jThymus Pool 


8.0 


Trachea 


15.9 


CNS cancer (gho/astro) 
jU87-MG 


46.3 


Lung 


2.6 


CNS cancer (gho/astro) i 
jU-118-MG 


20.7 


Fetal Lung 


55.5 


CNS cancer 
|(neuro;met) SK-N-AS 


29.1 


Lungca.NCI-N417 ] 


43.5 . 


CNS cancer (astro) SF- 
(539 


13.8 


Lungca. LX-1 


23.5 


CNS cancer (astro) 
|SNB-75 


36.9 


Lung ca. NCI-H146 


5.8 


CNS cancer (gho) 


29.1 


Lung ca. SHP-77 


11.7 


iv^iNO convex ^gnu^ or- 

]295 


73.7 


Lung ca. A549 


21.5 


|Brain (Amygdala) Pool 


5.3 


Luneca NCI-H526 


15.7 


iRrain ( cerebellum^ 


14 6 


Luneca NCI-H23 


129 


iRrain ffetaH 

J J^l dill I iblall 


20 6 


Lungca.NCI-H460 


49.3 


jBrain (Hippocampus) 

IPnnl 


4.6 


T una ca HOP-62 


10 1 


Iv^CICUial V^UXICA i UU1 




Lungca.NCI-H522 | 


16.2 


IRrain ^Qnl\ot antic* niorQ^ 
JDIctlu ^OUUMallLla IllgraJ 

Pool 


10.4 


Liver 


1.3 


jBrain (Thalamus) Pool 


6.1 


Fetal Liver 


9.3 


jBrain (whole) 


45.1 


Liver ca. HepG2 


29.7 


jSpinal Cord Pool 


5.8 


Kidney Pool 


8.0 


I Adrenal Gland 


13.6 


Fetal Kidney 


11.3 


jPituitary gland Pool 


6.8 


Renal ca. 786-0 


23.0 


jSalivary Gland 


4.6 


Renal ca. A498 


18.2 


jThyroid (female) 


13.9 


Renal ca. ACHN 


13.6 


jPancreatic ca. CAPAN2 


7.6 


Renal ca. UO-31 


28.5 


jPancreas Pool 


14.0 



Table BTD. Panel 4. ID 





Rel. Exp.(%) 




1 Rel. Exp.(%) 


Tissue Name 


Ag3425, Run 


Tissue Name 


Ag3425, Run 




169839020 




1 169839020 


Secondary Thl act 


20.6 


HUVEC IL-lbeta 


j 46.7 


Secondary Th2 act ; 


30.6 


HUVEC IFN gamma 


| 23.3 
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Secondary Trl act 


32.1 


HT JVFC TNF aloha + TFN 

gamma 


13.3 


vlwrtti/lotrw T 1 !*! 1 TAct 

occunudry mi rcoi 


1 o.^ 


RTTVFP TTsJTF alnha 4- TT4 

xx \J V 1 INF aipila ' lx-rt 




Secondary Th2 rest 


23.8 


HUVECIL-ll 


22.5 


Secondary Trl rest 


12.6 


Lung Microvascular EC 
none 


37.9 


Primary Thl act 


2.8 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


22.2 


Primary Th2 act 


24.7 


Microvascular Dermal EC 
none 


24.1 


Primary Trl act 


20.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


21.2 


Primary Thl rest 


18.6 


Bronchial epithelium 
TNFalpha + ILlbeta 


26.6 


Primary Th2 rest 


19.5 


Oil* ' it_ 1 " 

Small airway epithelium 
none 


23.5 


Primary Trl rest 


22.4 


Oil* * 1 • 

Small airway epithelium 
TNFalpha + IL-lbeta 


27.2 


CD45RA CD4 
lympnot/yiv <u*i 


17.7 


Coronery artery SMC rest 


22.1 


CD45RO CD4 

lympnocyie act 


19.8 


Coronery artery SMC 


20.2 


CD8 lymphocyte act 


14.1 


Astrocytes rest j 


24.7 


Secondary CD8 
lymphocyte rest 


23.8 


Astrocytes TNFalpha + 
IL-lbeta 


17.8 


Secondary CD8 
lymphocyte act 


12.2 


KU-812 (Basophil) rest 


16.5 


CD4 lymphocyte none 


6.5 


KU-812 (Basophil) 
PMA/ionomycin 


36.6 


2ry Thl/Th2/Trl_anti- 


15.2 


CCD1 106 (Keratinocytes) 
none 


40.1 


LAK cells rest 


34.2 


TNFalpha + IL-lbeta 


41.8 


T AY rHIc TT -? 


94 5 






T AY ppIIc TT -9+TT -19 

J_//VLS> CCllO li-f"X » XX-T 1 


£ 1 .O 


rNV^l~XlX>7Z, nunc 


41 9 


LAK cells IL-2+EFN 

goIIUIia 


23.2 


NCI-H292 IL-4 


58.6 


T AY o*»11c TT O-i- TT IS 
i-f/viv ceiis liv-Z t 1L,- 1 5 


00 0 


MPT T49Q') TT O 


OI.D 


T /*Al1e 

Lv/vjs. ceiis 
PMA/ionomycin 


97.3 


NCI-H292 IL-13 


47.6 




OR 7 


MPT-T49Q? FPTsI oatnmn 
iNCl-riZ!7Z IT IN gdUlITla 




Two Wav MLR 3 dav 

X TT V TT UY ATX X^XV *S ViOY 


32.5 


HPAEC none 


16.6 


Two Way MLR 5 day 


30.1 


HPAEC TNF alpha + IL-1 
beta 


20.7 


Two Way MLR 7 day 


18.7 


Lung fibroblast none 


46.0 
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PBMC rest 


27.9 


jLung fibroblast TNF alpha 
|+ IL-1 beta 


20.2 


PBMC PWM 


25.3 jLung fibroblast IL-4 


47.0 


PBMC PHA-L 


22.7 


|Liing fibroblast IL-9 




Ramos (B cell) none 


25.5 


|Lung fibroblast IL-1 3 


45.1 


Ramos (B cell) 
ionomycin 


23.5 


iLung fibroblast IFN 
|gamma 


50.0 


B lymphocytes PWM 


17.8 


iDermal fibroblast 
|CCD 1070 rest 


28.3 


B lymphocytes CD40L 
and IL-4 


23.8 


Dermal fibroblast 
LCD1U70 INF alpha 


37.1 


EOL-1 dbcAMP 


34.4 


Dermal fibroblast 

CLD1U7ULL-1 beta 


13.3 


FOT -1 dhcAMP 

PMA/ionomycin 


87.7 


Dermal fibroblast IrN 


28.5 


JL/vlIuilll^ Lr&llo ilUilw 


32.3 


Dermal fibroblast IL-4 




DenHritir rpllc T 


21.5 


Dermal Fibroblasts rest 




T*)pnHritip tpIIq anti- 

CD40 


32.8 


Neutrophils TNFa+LPS 


33.7 


Monocytes rest 


54.3 


Neutrophils rest 


100.0 


Monocytes LPS 


93.3 


Colon 


18.4 


Macrophages rest 


23.8 


Lung 


28.7 


Macrophages LPS 


36.1 


Thymus 


28.1 


HUVEC none 


24.7 


Kidney 


14.0 


HUVEC starved 


38.4 







CNS_neurodegeneration_vl.O Summary: Ag3425 This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screenin&j>anel_vl.4 Summary: Ag3425 The CG59630-01 gene is ahomologue 
of mouse midnoline (midbrain nucleolar protein). Its expression is moderate to high across all 
of the samples on this panel, with highest expression in a breast cancer cell line (CT=25.3). 
The widespread expression suggests that this gene may play an important role in cellular 
function. In mouse, the expression of this gene is developmentally regulated: it is strongly 
expressed at the mesencephalon (midbrain) of the embryo and is involved in regulation of 
genes related to neurogenesis in the nucleolus (Tsukahara et al., 2000). Based on the gene's 
expression in all CNS regions examined, this gene may therefore play a role in central nervous 
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system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 



Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Reference: 

1. Tsukahara M, Suemori H, Noguchi S, Ji ZS, Tsunoo H. (2000) Novel nucleolar 
protein, midnolin, is expressed in the mesencephalon during mouse development. Gene 2000 
Aug22;254(l-2):45-55 

Panel 4.1D Summary: Ag3425 The CG59630-01 gene is a homologue of mouse midnoline 
(midbrain nucleolar protein). Its expression is moderate to high across all of the samples on 
this panel, with highest expression in resting neutrophils (CT=29.1). In addition, this gene is 
expressed at high to moderate levels in a wide range of cell types of significance in the 
immune response in health and disease. These cells include members of the T-cell, B-cell, 
endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell family, as well 
as epithelial and fibroblast cell types from lung and skin, and normal tissues represented by 
colon, lung, thymus and kidney. This ubiquitous pattern of expression suggests that this gene 
product may be involved in homeostatic processes for these and other cell types and tissues. 
This pattern is in agreement with the expression profile in General_screening_j>anel_vl .4 and 
also suggests a role for the gene product in cell survival and proliferation. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 



BU. CG59561-01: CYTOSOLIC ACYL COENZYME A THIOESTER 
HYDROLASE 
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Expression of gene CG59561-01 was assessed using the primer-probe set Ag3424, 
described in Table BUA. Results of the RTQ-PCR runs are shown in Tables BUB, BUC and 
BUD. 



Table BUA . Probe Name Ag3424 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 1 -aagctgaccaataaggccac-3 ' 


20 


345 


620 


Probe 


TET-5 * -gtggacaaggtcctcgaagagcctc-3 ' - 
TAMRA 


25 


396 


621 


Reverse 


5 1 -ctgccggaaatacacaacag-3 ' 


20 


421 


622 



Table BUB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3424, 
Run 210350585 


Tissue Name 


Rel. Exp.(%) Ag3424, 
Run 210350585 


AD 1 Hippo 


8.8 


Control (Path) 3 
Temporal Ctx 


1.5 


AD 2 Hippo 


16.7 


Control (Path) 4 
1 emporal Ltx 


25.5 


AD 3 Hippo 


2.7 


AD 1 Occipital Ctx 


3.7 


AD 4 Hippo 


4.7 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


2.0 


AD 6 Hippo 


34.6 


AD 4 Occipital Ctx 


8.5 


Control 2 Hippo 


44.8 


AD 5 Occipital Ctx 


11.7 


Control 4 Hippo 


2.2 


AD 6 Occipital Ctx 


90.8 


Control (Path) 3 
Hippo 


2.0 


Control 1 Occipital 
Ctx 


0.8 


AD 1 Temporal Ctx 


2.4 


Control 2 Occipital 
Ctx 


84.1 


AD 2 Temporal Ctx 


16.6 


Control 3 Occipital 
Ctx 


5.1 


AD 3 Temporal Ctx j 


2.1 


Control 4 Occipital 
Ctx 


1.3 


AD 4 Temporal Ctx 


8.6 


Control (Path) 1 
Occipital Ctx 


96.6 


AD 5 Inf Temporal 
Ctx 


62.9 


Control (Path) 2 
Occipital Ctx 


5.7 


AD 5 SupTemporal 
Ctx 


28.3 


Control (Path) 3 
Occipital Ctx 


0.5 


AD 6 Inf Temporal 
Ctx 


26.6 


Control (Path) 4 
Occipital Ctx 


8.8 
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AD 6 Sup 1 emporal 
Ctx 


22.1 


Control 1 Parietal 
Ctx 


2.0 .. 


Control 1 Temporal 
Ctx 


1.2 


Control 2 Panetal 
Ctx 

An, nn.X.ni.T^^n^,-,^— -, , - «~ 


22.1 


Control 2 1 emporai 
Ctx 


65.1 


Control 3 Panetal 
Ctx 


19.9 


Control 3 l emporai 
Ctx 


8.7 


Control (Path) 1 
Parietal Ctx 


94.0 


Control 4 Temporal 
Ctx 


2.4 


Control (Path) 2 
Parietal Ctx 


14.0 


control (ratnj l 
Temporal Ctx 


61.1 


control (rath) j 
Parietal Ctx 


0.9 


Control (Path) 2 
Temporal Ctx 


28.3 


Control (Path) 4 
Parietal Ctx 


39.0 



Table BUC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3424, Run 


Tissue Name 


Rel. Exp.(%) 
Ag3424, Run 
IooJodJox 


Secondary Thl act 


62.9 


HUVEC IL-lbeta 


4.0 


Secondary Th2 act 


37.9 


HUVEC IFN gamma 


10.7 


Secondary Trl act 


68.8 


HUVEC TNF alpha + IFN 
gamma 


18.6 


Secondary Thl rest 


4.2 


TTT Tl rT™ 1 /*' T r VTT" 1 1 1 ■ TT A 

HUVEC TNF alpha + IL4 


15.5 


Secondary Th2 rest 


12.1 


HUVEC IL-11 


10.2 


Secondary Trl rest 


4.4 


Lung Microvascular EC 
none 


28.7 


Primary Thl act 


66.9 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


25.7 


Primary Th2 act 


61.1 


Microvascular Dermal EC j 
none 


36.3 


Primary Trl act 


43.2 


Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 


20.3 


Primary Thl rest 


30.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


25.5 


Primary Th2 rest 


17.4 


Small airway epithelium 
none 


19.5 


Primary Trl rest 


15.9 


Small airway epithelium 
TNFalpha-h IL-lbeta 


52.1 


CD45RA CD4 
lymphocyte act 


14.8 


Coronery artery SMC rest 


14.8 


CD45RO CD4 
lymphocyte act 


37.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


8.3 


CD8 lymphocyte act 


43.8 


Astrocytes rest 


13.9 
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Secondary CD8 
lymphocyte rest 


49.7 


lAstrocytes TNFalpha + 
jlL-lbeta 


13.3 


Secondary CD8 
lymphocyte act 


24.1 


KU-812 (Basophil) rest 


23.8 


CD4 lymphocyte none 


0.9 


KU-812 (Basophil) 
jPMA/ionomycin 


51.4 


2ry Thl/Th2/Trl_anti- 


9.0 


CCD1 106 (Keratinocytes) 
jnone 


62.4 


LAK cells rest 


33.0 


IPfTH 106 /'k'^ratinnrvt^c^ 

jTNFalpha + IL-lbeta 


37.1 . 


T AK c*»lk TT -9 


97 7 

£.1.1 


ii^ivcr cirrnuois 




T ATC relk TT -9H-TT -19 




IT linilC Vl/ITtPA/ 

j.LrUpUo lUUilCy 


1 .w 


LAK cells IL-2+IFN 


35.6 


|nCI-H292 none 


16.2 


T AT£ pp11q TT -9-1- TT -1 R 


91 0 

Ll.7 


l>JPT 14909 TT 4 


9^ ^ 


T AK rHIc 

PMA/ionomycin 


3.6 


NCI-H292 IL-9 


29.5 


NK Cells IL-2 rest 


15.1 


(NCI-H292IL-13 


13.4 


Twn Wav MT R 1 dav 


Q 4 


1NPT-H9Q9 TFW oamma 


90 & 


Twn Wav MT R S Hav 


17 4 

1 / .*r 


jnr/vcv^ none 


1 7 4 


Two Way MLR 7 day 


13.1 


HPAEC TNF alpha + IL-1 


20.9 


rDiviv^ I cat 




ii^ung iiDiouiasi nunc 




PBMC PWM 


88.9 


IT liner TilvrrtrOQCT TtWm q 1 r\r\ o 
lifting IlurODlaM 1 rHIr aipna 

|+ IL-lbeta 


34.9 


PRMP PHA-T 


^9 ^ 


IT nnn Ttf^iVkTOocf TT A 
jilting IlDrODiaSl U-f-*t 


7 


Ramos (B cell) none \ 


17.2 


|Lung fibroblast IL-9 


49.7 


Ramos (B cell) 
ionomycin 


31.9 


jLung fibroblast IL-1 3 


45.4 


B lymphocytes PWM 


75.8 


It i i i a 1 1 1 v t 

Lung fibroblast IFN 
jgamrna 


90.8 


B lymphocytes CD40L 
andIL-4 


9.9 


iDermal fibroblast 
|CCD1070rest 


54.3 


EOL-1 dbcAMP 


11.0 


[Dermal fibroblast 
CCD1070 TNF alpha 


84.1 


EOL-1 dbcAMP 
i ivi/v lunoniycin 


8.1 


Itn 1 1 1 . 

Dermal fibroblast 
|prT>i070 n i KAtQ 


30.6 


Dendritic cells none 


38.2 


Dermal fibroblast IFN 

1 from*"*** o 

jgoiiuna 


31.4 




^1 Q 


ITiotmol Tinrnni<ipt TT /t 

|L/ClTTlal 11 DlOOl OS I ll^-H 




Dendritic cells anti- 

i>/wllVUlllv w Vllu (11 111 

CD40 


37.1 


|lBD Colitis 2 


2.5 


Monocytes rest 


0.4 


jEBD Crohn's 


4.7 


Monocytes LPS j 


0.6 


Colon 


45.4 
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Macrophages rest ] 


12.6 


Lung 


] 16.6 


Macrophages LPS j 


5.8 


Thymus 


j 100.0 


HUVEC none j 


16.0 


Kidney 


j 20.6 


HUVEC starved j 


27.4 


1 



Table BUD. Panel 5 Islet 



Tissue Name 


Rpl Fvn (%\ 

Ag3424, Run 
242385366 


Tissue Name 


PpI Fvn (°/~\ 
flcl. I!jAp.^ /o ) 

Ag3424, Run 
242385366 


97457_Patient- 
02go_adipose 


8.2 


94709_Donor 2 AM - A_adipose 


6.7 


97476_Patient- 
07sk_skeletal muscle 


3.9 


94710_Donor 2 AM - B_adipose 


8.7 


97477_Patient- 
07ut_uterus 


7.4 


947 1 l_Donor 2 AM - C_adipose 


5.9 


97478_Patient- 
07pl_placenta 


7.9 


94712_Donor 2 AD - A_adipose 


8.3 


99167_Bayer Patient 1 


4.8 


9471 3_Donor 2 AD - B_adipose 


5.4 


Q74R? Patient- 

08ut_uterus 


4.1 


94714_Donor 2 AD - C_adipose 


7.7 


Q74R1 Patient- 

7/tOJ 1 dLlClll" 

08pl_placenta 


2.4 


Q474? Dnnnr "\ T I - 

A_Mesenchymal Stem Cells 


3.0 


97486 Patient- 

y / tuv X till Will 

09sk_skeletal muscle 


0.0 


Q4741 Dnnnr 1 T T - 

B Mesenchymal Stem Cells 


9.9 


97487 Patient- 

-7 / "TO / L ClllwllL 

09ut_uterus 


5.3 


94730_Donor 3 AM - A_adipose 


22.5 


Q74RR Patif*nt- 

7/tOO fall Gil I 

09pl_placenta 


2.3 


9473 1 JDonor 3 AM - B_adipose \ 


15.1 


Q74Q9 Patient 

10ut_uterus 


4.8 


94732_Donor 3 AM - C_adipose 


10.2 


0740^ Patient. 

y i *ryj r aiicni- 

10pl_placenta 


6.6 


94733_Donor 3 AD - A_adipose 


29.7 


97495 Patient- 
llgo_adipose 


0.9 


94734_Donor 3 AD - B_adipose 


6.4 


97496_Patient- 

1 lskskeletal muscle 


0.3 


94735_Donor 3 AD - C_adipose 


34.9 


97497_Patient- 
llut_uterus 


9.8 


771 3 8_Li ver_HepG2untreated i 


57.8 


97498_Patient- 
1 lpl_placenta 


3.0 


73556_Heart_Cardiac stromal 
cells (primary) 


10.3 


97500_Patient- 
12go_adipose 


1.7 


8 1735_Small Intestine 


23.7 


97501J > atient- 
12sk_skeletal muscle 


1.4 


72409_Kidney_Proximal 
Convoluted Tubule 


4.5 
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97502JPatient- 
12ut_uterus 


10.2 


82685 JSmall intestine_Duodenum 


1.2 


97503_Patient- 
12pl_placenta 


3.2 


90650_Adrenal_Adrenocortical 
adenoma 


1.4 


94721_Donor2U- 
A_Mesenchymal Stem 
Cells 


6.8 


72410_Kidney_HRCE 


100.0 


94722J)onor2U- 
B_Mesenchymal Stem 
i^eus 


2.8 


72411_Kidney_HRE 


69.7 


94723_Donor 2 U - 
C Mesenchymal Stem 
Cells 


5.1 


73 1 39_Uterus_Uterine smooth 
muscle cells 


22.4 



CNS_neurodegeneration_vl.O Summary: Ag3424 This panel confirms the expression of 
the CG59561-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. This expression 
profile suggests that this gene may play a role in central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

General_screening_panel_vl.4 Summary: Ag3424 Results from one experiment with the 
CG59561-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. (Data not shown.) 

Panel 4D Summary: Ag3424 The CG59561-01 gene encodes a protein homologous to 
cytosolic acyl coenzyme A thioester hydrolase (Brain acyl-CoA hydrolase, BACH). Among 
the tissue samples used in this panel, highest expression of this gene is detected in thymus 
(CT=29.6). In addition, expression of this gene is stimulated in activated primary and 
secondary - Thl, Th2 and Trl cells. Therefore, this gene product may play an important role in 
T cell development. Thus, therapeutics designed with the protein encoded for by this transcript 
could be important in regulating T cell function and treating T cell mediated diseases such as 
emphysema, asthma, arthritis, psoriasis, DBD, and systemic lupus erythematosus. 

Interestingly, expression of this gene is also seen in activated PBMCs (CTs=30) as 
compared to resting PBMCs(CT=36) suggesting a role for this gene product in B-cell and T- 
cell proliferation. Therefore, small molecules that antagonize the function of this gene product 
may be useful as therapeutic drugs to reduce or eliminate the symptoms in patients with 
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autoimmune and inflammatory diseases in which B cells play a part in the initiation or 
progression of the disease process, such as systemic lupus erythematosus, Crohn's disease, 
ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, asthma, 
emphysema, rheumatoid arthritis, or psoriasis. 

Panel 5 Islet Summary: Ag3424 The CG59561-01 gene is expressed at low levels in adipose 
and placenta, with highest expression in the kidney (CT=30.8). As an enzyme involved in lipid 
homeostasis, therapeutic modulation of this gene product may be a treatment for obesity and 
obesity-related diseases, including Type 2 diabetes. 

B V, CG59452-01 : CELL PROLIFERATION RELATED PROTEIN CAP - 

Expression of gene CG59452-01 was assessed using the primer-probe set Ag3443, 
described in Table BVA. Results of the RTQ-PCR runs are shown in Tables BVB and BVC. 



Table BVA . Probe Name Ag3443 



Primers 


Sequences 


Length 


Start 
Position 


] SEQID 
1 NO: 


Forward 


5 1 -caggaatgtatccaggacttca-3 ' 


22 


387 


j 623 


Probe 


TET-5 1 -catctacaacaagcctggagatgaca-3 ' - 
TAMRA 


26 


431 


j 624 


Reverse 


5 1 - tttccagagcttctgccatt - 3 1 


20 


464 


j 625 



Table BVB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3443, 
Run 210374885 


| Tissue Name 


Rel. Exp.(%) Ag3443, 
Run 210374885 


AD 1 Hippo 


10.2 


Control (Path) 3 
{Temporal Ctx 


6.2 


AD 2 Hippo 


28.3 


(Control (Path) 4 
{Temporal Ctx 


27.0 


AD 3 Hippo 


8.0 


jAD 1 Occipital Ctx 


13.6 


AD 4 Hippo 


4.8 


AD 2 Occipital Ctx 
{(Missing) 


0.0 


AD 5 Hippo 


84.1 


]AD 3 Occipital Ctx 


6.0 


AD 6 Hippo 


71.7 


jAD 4 Occipital Ctx 


17.9 


Control 2 Hippo 


31.4 


JAD 5 Occipital Ctx 


54.3 


Control 4 Hippo 


6.1 


jAD 6 Occipital Ctx 


22.7 


Control (Path) 3 
Hippo 


3.3 


jControl 1 Occipital 
JCtx 


4.0 


AD 1 Temporal Ctx 


21.9 


{Control 2 Occipital 


73.7 
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Ctx 




AD 2 Temporal Ctx 


33.4 


Control 3 Occipital 
Ctx 


13.7 


AD 3 Temporal Ctx 


7.4 


Control 4 Occipital 
Ctx 


7.7 


AD 4 Temporal Ctx 


16.8 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


74.7 


Control (Path) 2 
Occipital Ctx 


11.0 


AD 5 Sup Temporal 
Ctx 


36.1 


Control (Path) 3 
Occipital Ctx 


1.3 


AD 6 Inf Temporal 
Ctx 


79.0 


Control (Path) 4 
Occipital Ctx 


15.3 


AD 6 Sup Temporal 
Ctx 


85.9 


Control 1 Parietal 
Ctx 


6.1 


Control 1 Temporal 
Ctx 


8.6 


Control 2 Parietal 
Ctx 


35.8 


Control 2 Temporal 
Ctx 


48.3 


Control 3 Panetal 
Ctx 


12.9 


Control 3 Temporal 
Ctx 


11.4 


Control (Path) 1 
Parietal Ctx 


59.5 


Control 3 Temporal 
Ctx 


6.5 


Control (Path) 2 
Parietal Ctx 


25.5 


Control (ratn) l 
Temporal Ctx 


93.3 


Control (rath) 3 
Parietal Ctx 


2.4 


Control (Path) 2 
Temporal Ctx 


23.8 


Control (Path) 4 
Parietal Ctx 


23.2 



Table BVC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3443, Run 
166397102 


Tissue Name 


Rel. Exp.(%) 
Ag3443, Run 
166397102 


Secondary Thl act 


22.7 


HUVEC IL-lbeta 


18.2 


Secondary Th2 act 


25.7 


HUVEC IFN gamma 


18.6 


Secondary Trl act 


37.9 


HUVEC TNF alpha +IFN 
gamma 


16.6 


Secondary Thl rest 


15.7 


HUVEC TNF alpha + IL4 


17.0 


Secondary Th2 rest 


11.2 


HUVEC IL-11 


9.3 


Secondary Trl rest 


11.5 


Lung Microvascular EC 
none 


14.2 


Primary Thl act 


16.6 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


12.9 


Primary Th2 act 


29.9 


Microvascular Dermal EC 
none 


17.7 
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Primary Trl act 


44.1 


jvncrosvasuiar jueimai iiu 
TNFalpha + IL-lbeta 


17.1 


Primary Thl rest 


69.7 


Bronchial epithelium 
TNFalpha + ILlbeta 


6.8 


Primary Th2 rest 


40.9 


omaii airway epuneiium 
none 


8.5 


Primary Trl rest 


24.5 


omau airway epuneiium 
TNFalpha + IL-lbeta 


40.9 


lvmnhocvte act 


15.6 


Coronery artery SMC rest 


9.4 


CD45RO CD4 

lvmnhocvte act 


30.4 


Coronery artery SMC 
TNFaloha + IL-lbeta 


8.5 


CD8 lymphocyte act 


19.3 


Astrocytes rest 


16.3 


secondary LDo 
lymphocyte rest 


27.7 


Astrocytes li>lraipna + 
IL-lbeta 


30.4 


secondary UL>o 
lymphocyte act 


16.3 


KU-812 (Basophil) rest 


26.8 


CD4 lymphocyte none ! 


12.4 


KU-oiz (oasopniij 
PMA/ionomycin 


80.7 


zry 1 n l / 1 nz/ 1 r l _anti- 
CD95CH11 


17.3 


UCD 1 1 Uo (Keratinocytes ) 
none 


13.6 


LAK cells rest 


10.7 


CCD 11 06 (Xeratinocvtes) 
TNFalpha + IL-lbeta 


100.0 


LAK cells IL-2 


30.4 


Liver cirrhosis 


10.4 


LAK cells IL-2+IL-12 


24.5 


Ludus kidnev 


16.5 


LAK cells IL-2+IFN 

gamma 


34.2 


NCI-H292 none 


22.4 


LAK cells IL-2+ IL- 1 8 


20.9 


NCI-H292 IL-4 


36.9 


LAK cells 
PMA/ionomycin 


13.3 


NCI-H292 IL-9 


27.5 


NK Cells EL-2 rest 


15.6 


NCI-H292IL-13 


15.9 


Two Wav MLR 3 dav 


19.5 


NCI-H292 EFN gamma 


15.9 


Two Wav MLR 5 dav 


16.2 


HPAEC none 

X XX J. 1 1 / X_/ 11V11V 


9.3 


Two Way MLR 7 day 


15.1 


HPAECTNF alpha + IL-1 
beta 


18.9 


PBMC rest 


13.1 


Lunt? fibroblast none 


20.4 


PBMC PWM 


26.6 


T imp fibroblast TNT* alnha 
+ IL-1 beta 


20.9 


PBMC PHA-L 

X X^X ▼ X X X XX ki XV 


9.6 


Lune fibroblast IL-4 


19.5 


Ramos (B cell) none 


39.2 


Lung fibroblast IL-9 


12.2 


Kamos (d ceil) 
ionomycin 


37.9 


Lung fibroblast IL-1 3 


10.5 


B lymphocytes PWM 


31.4 


Lung fibroblast IFN 
gamma 


29.1 


B lymphocytes CD40L 


32.3 


Dermal fibroblast 


26.8 
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and IL-4 




CCD 1070 rest 


■ 


EOL-1 dbcAMP 


18.7 


Dermal fibroblast 
CCD1070TNF alpha 


46.3 


EOL-1 dbcAMP 

x ivjL/v luiioniyc/iii 


45.7 


Dermal fibroblast 

fTT>1070TT-1 beta 


16.0 


Dendritic cells none 


12.8 


Dermal fibroblast IFN 

gall 1111a 


7.5 


Dpnrlritir r*»11c T 




T^prmnl fiKrAKInct TT -A 

JL/Cllilal ilUitJUlaOl 1J-/-*t 


17 1 


DpnHtitif Pf^llc anti- 

CD40 


14.6 


BD Colitis 2 


4.2 


Monocytes rest 


20.6 


BD Crohn's 


2.9 


Monocytes LPS 


20.9 


Colon 


49.0 


Macrophages rest i 


15.8 


Lung 


11.1 


Macrophages LPS 


12.9 


Thymus 


20.2 


HUVECnone 


24.3 


Kidney 


33.2 


HUVEC starved 


33.7 







CNS_neurodegeneration_vl.O Summary: Ag3443 This panel confirms the expression of 
the CG59452-01 gene at significant levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Expression of this 
gene in the brain suggests that it may play a role in central nervous system disorders other than 
Alzheimer's disease, such as Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia 
and depression. 

General screening panel vl. 4 Summary: Ag3443 The amp plot indicates that there were 
experimental difficulties with this run. (Data not shown). 

Panel 4D Summary: Ag3443 Highest expression of the CG59452-01 gene is detected in 
TNFalpha + IL-lbeta treated keratinocytes and PMA/ionomycin treated KU-812 basophil cells 
(CTs=24.5). Thus, antibody or small molecule therapies designed with the protein encoded for 
by this gene could block or inhibit inflammation or tissue damage due to basophil activation in 
response to asthma, allergies, hypersensitivity reactions, psoriasis, and viral infections. 

BW. CG59572-01 and CG59572-02: Pseudouridine Synthase 3 

Expression of gene CG59572-01 and CG59572-02 was assessed using the primer- 
probe set Ag3476, described in Table BWA. Results of the RTQ-PCR runs are shown in 
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Tables BWB, BWC and BWD. Please note that CG59572-02 represents a full-length physical 
clone of the CG59572-01 gene, validating the prediction of the gene sequence. 



Table BWA . Probe Name Ag3476 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


S ' -acctacaacaactgtgggctaa-3 • 


22 


1070 


626 


Probe 


TET-5 '-tcatgctgtcaaaactcacatgttgt-3 ' - 
TAMRA 


26 


1092 


627 


Reverse 


5 1 -ggaacagtgtccagtccttgta-3 ' 


22 


1127 


628 



Table BWB . CNS_neurodegeneration_vl.0 



Tissue Name j R '\ Exp ™%*™> 
j Run 210377171 


Tissue Name 


Rel. Exp.(%) Ag3476, 
Run 210377171 


AD 1 Hippo | 16.7 


Control (Path) 3 
Temporal Ctx 


4.5 


AD 2 Hippo 


23.8 


Control (Path) 4 
Temporal Ctx 


31.6 


AD 3 Hippo 


10.3 


AD 1 Occipital Ctx 


28.5 


AD 4 Hippo 


8.5 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


88.3 


AD 3 Occipital Ctx 


7.9 


AD 6 Hippo 


. 77.4 




zu.o 


Control 2 Hippo 


37.4 


AD 5 Occioital Ctx 


35.4 


Control 4 Hippo 


9.6 


AD 6 Occipital Ctx 


54.7 


Control (Path) 3 
Hippo 


8.4 


Control 1 Occipital 
Ctx 


4.7 


AD 1 Temporal Ctx 


18.6 


Control 2 Occipital 
Ctx 


67.8 


AD 2 Temporal Ctx I 


32.3 


Control 3 Occipital 
Ctx 


15.6 


AD 3 Temporal Ctx 


8.0 


Control 4 Occipital 
Ctx 


5.6 


AD 4 Temporal Ctx 


21.6 


Control (Path) 1 
Occipital Ctx 


100.0 


AD 5 Inf Temporal 
Ctx 


84.1 


Control (Path) 2 
Occipital Ctx 


7.8 


AD 5 SupTemporal 
Ctx 


41.5 


Control (Path) 3 
Occipital Ctx 


5.9 


AD 6 Inf Temporal 
Ctx 


77.4 


Control (Path) 4 
Occipital Ctx 


18.0 


AD 6 Sup Temporal 88.3 


Control 1 Parietal 


8.1 
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Ctx 




Ctx 




Control 1 Temporal 
Ctx 


5.4 


Control z ^anetai 
Ctx 


47.0 


Control 2 Temporal 
Ctx 


40.1 


Control 3 Parietal 
Ctx 


18.2 


Control 3 Temporal 
Ctx 


22.1 


Control (Path) 1 
Parietal Ctx 


71.7 


Control 4 Temporal 
Ctx 


5.1 


Control (rath) 2 
Parietal Ctx 


20.6 


uontroi {rain; i 
Temporal Ctx 


55.1 


control ^ramj j 
Parietal Ctx 


5.3 


Control (Path) 2 
Temporal Ctx 


31.6 


Control (Path) 4 
Parietal Ctx 


46.3 



Table BWC . General_screening_panel_vl.4 



Tissue Name 


UpI Fvn Aaldld 
IVCl. ILfXp*^ /O ) /VgJ 6 * /U 9 

Run 217119004 


Tissue Name 


Run 217119004 




S 7 


T?f»na1 ca TUf-IO 
IvCIlal Oa. 1 1 \J 




Melanoma* 


13.4 1 


Bladder 


16.3 


Melanoma* 


14.6 


Gastric ca. (liver met.) 

MPT MB 7 


42.9 


Melanoma* M14 


18.6 


Gastric ca. KATO III 


92.0 


Melanoma* 
LOXIMVI 


38.7 


Colon ca. SW-948 


7.3 


Melanoma* SK- 
MEL-5 


27.0 


Colon ca. SW480 


40.9 


Squamous cell 
carcinoma SCC-4 


9.9 


Colon ca.* (SW480 
met) SW620 


27.5 


Testis Pool 


5.9 


Colon ca. HT29 


24.0 


Prostate ca.* (bone 
met) PC-3 


34.4 


Colon ca.HCT-116 


32.5 


Prostate Pool 


5.6 


Colon ca. CaCo-2 


52.1 


Placenta 


1.1 


Colon cancer tissue 


10.4 


Uterus Pool 


3.8 | 


Colon ca. SW1116 


3.9 


Ovarian ca. 
OVCAR-3 


15.4 


Colon ca. Colo-205 


6.1 


Ovarian ca. SK-OV- 
3 


20.7 


Colon ca. SW-48 


9.0 


Ovarian ca. 
OVCAR-4 


14.5 


Colon Pool 


13.6 


Ovarian ca. 
OVCAR-5 


44.8 


Small Intestine Pool 


8.4 


Ovarian ca. IGROV- 


18.4 


Stomach Pool 


7.0 
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1 


i ; 




Ovarian ca. 
OVCAR-8 


10.3 


jBone Marrow Pool 


a n 


Ovary 


7 ft 


jretai xiean 


6.3 


Breast ca. MCF-7 


ft 

10. o 


jriean -rooi 


5.4 


Breast ca. MDA- 
MB-231 


31.0 


jLymph Node Pool 


1/1 s 

it. j 


Breast ca. BT 549 


51.1 


jFetal Skeletal Muscle 


4.2 


Breast ca. T47D 


1UU.U 


jaKeietai Muscie rooi 


10.7 


Breast ca. MDA-N 


28.7 


jSpleen Pool 


5.4 


Breast Pool 


11.0 


1 Thymus Pool 


8.2 


Trachea 


6.2 


jCNS cancer (glio/astro) 
|U87-MG 


11.9 


Lung 


2.0 


jCNS cancer (glio/astro) 
U-H8-MG 


44.1 


Fetal Lung 


15.5 


jCNS cancer 
j(neuro;met) SK-N-AS 


29.9 


Lungca. NCI-N417 \ 


14.5 


|CNS cancer (astro) SF- 
|539 


13.6 


Lung ca. LX-1 


31.0 


jCNS cancer (astro) 
]SNB-75 


43.8 


Lungca.NCI-H146 


9.3 


jCNS cancer (glio) 


16.0 




36.6 


ciNa cancer ^gnoj or- 
j295 


AA O 
*t*T.O 


Lung ca. A549 


1 A A 

14.4 


(Brain (Amygdala) Pool 


3.6 


Lungca.NCI-H526 | 


zl.o 


[Brain (cerebellum) 


7.8 


Lungca.NCI-H23 \ 


23.0 


(Brain (fetal) 


7.6 


T una ra T\TPT-M4^0 


13.9 


jBrain (Hippocampus) 

jrOOl 




Lung ca. HOP-62 


H Q 

14. y 


jCerebral Cortex Pool 


6.3 




38.7 


jBrain (Substantia nigra) 
Pool 


^ A 


Liver 


1.9 


Brain f Thalamus^ Pool 


6.9 


Fetal Liver 


17.2 


iBrain fwhole^ 


3.8 


Liver ca. HepG2 


18.4 


ISoinal Cord Pool 


3.6 


Kidney Pool 


12.9 


1 Adrenal Oland 


3.8 


Fetal Kidney 


15.3 


jPituitary gland Pool 


3.2 


Renal ca. 786-0 


13.4 


jSalivary Gland 


1.8 


Renal ca. A498 


7.1 


jThyroid (female) 


4.4 


Renal ca. ACHN 


10.4 


jPancreatic ca. CAPAN2 


27.7 


Renal ca. UO-31 


22.1 


|Pancreas Pool 


14.7 



Table BWD, Panel 4D 
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Ticciip Name 


Rel. Exp.(%) 
Ap1476 Run 

/ 1\UU 

166420471 




Rel. Exp.(%) 

AoU74» Run 

r*.gJ*f /U$ JVUD 

166420471 


1 ^pmnHarv TVi 1 art 


"31 4 

-J 1 .*T 


HTJVFr TT -lheta 


97 ^ 

z /.J 






T-TT TVFr 1 TFN pamma 
n. w v uv^ jj.1i gaiiLuia 


7^ 7 


Secondary Trl act 


40.3 


HI TVFr TNF alnha -f TFN 

gamma 


15.4 


^pprinHsirv XVi 1 rpct 
\j drUilU-cu jr I 111 I Col 


1 1 6 

1 l.U 


HTTVFC TNF alnha + TT A 


1 6 7 


Secondary Th2 rest 


9.3 


HUVEC IL-11 


13.4 


Secondary Trl rest 


9.2 


Lung Microvascular EC 
none 


12.3 


Primary Thl act 


23.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


11.0 


Primary Th2 act 


44.8 


Microvascular Dermal EC 
none 


20.3 


Primary Trl act 


55.5 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


13.6 


Primary Thl rest 


48.6 


Bronchial epithelium 
TNFalpha + ILlbeta 


7.8 


Primary Th2 rest 


24.7 


Small airway epithelium 
none 


9.5 


Primary Trl rest 


22.8 


Small airway epithelium i 
TNFalpha + IL-lbeta 


48.0 


/~*r\ ACT* A /™^T% A 

CD45RA CD4 

1 vm nil npvtf* apt 


15.9 


Coronery artery SMC rest 


14.1 


CD45RO CD4 

Ivmnliopvtp art 


45.1 


Coronery artery SMC 

TWFaliVhn 4- TT -IVw^tsi 


9.8 


CD8 lymphocyte act 


26.2 


Astrocytes rest 


13.9 


Secondary CD8 
lymphocyte rest 


46.3 


Astrocytes TNFalpha + 
IL-lbeta 


14.2 


Secondary CD8 
lymphocyte act 


23.0 


KU-812 (Basophil) rest 


29.5 


CD4 lymphocyte none 


6.3 


KU-812 (Basophil) 
PMA/ionomycin 


55.1 


2ry Thl/Th2/Trl_anti- ; 
CD95CH11 


15.8 


CCD 1106 (Keratinocytes) ; 

nnnp 


18.7 


LAK cells rest 


8.4 


K^y^LJ l l UU ^rvCI allllUvyiCo ) 

TNFalpha + IL-lbeta 


100.0 


J-f.r\JV k/Wlla LL-i'Z. 


1 


i-river cirrnosis 


n 0 
IZ.o 


T Alf r^llc TT .9+TT 19 
i^/vr^ L-ciio li-^-z » li^-iz 


JJ.O 


mpus Kianey 


7 Q 


LAK cells IL-2+IFN 
gamma 


42.6 


NCI-H292 none j 


44.4 


LAK cells IL-2+IL-18 


28.7 


NCI-H292 IL-4 


52.5 


LAK cells 
PMA/ionomycin 


14.0 


NCI-H292 IL-9 


55.5 
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NK Cells TL-2 rest 


19.9 


NCI-H292 IL-13 


29.3 


T\x/n AA/qw 1UT P ^ Hnv 
I WO W ay lYLLriY J Hay 




MPT T47Q7 fP>J oQmmo 
xNl^x-xlZ^Z IT IN goillilla 


in i 
jU. i 


iwu vv ay ivii^ix. j May 




It-TP A PP nrkn#» 

irix*/VDv^ none 


1 O 7 


Two Way MLR 7 day 


18.0 


HPAECTNF alpha + IL-1 

Hat a 
JDcld 


13.1 


x oivxv^ real 


A R 

*T.O 


IT iinn f« l - \t*/A^ loot fifXTio 

ji^ung iiDiODiasi none 




PBMC PWM 


39.5 


jivUng iiDroDiaSt iiNr aipna 
|+ IL-lbeta 


16.0 


DDUp PPT A T 


1 1 A 


1 T iiha Yil>H1PSXnl op^ T 1 n 

jLung iiDroDiasi ii^-h- 


LI .1 


Ramos (B cell) none 


18.2 


|Lung fibroblast IL-9 


22.5 


Ramos (B cell) 
ionomycin 


16.2 


Lung fibroblast IL-13 


19.6 


B lymphocytes PWM 


56.3 


|Lung fibroblast IFN 
jgamma 


48.3 


B lymphocytes CD40L 
and IL-4 


36.9 


iDermal fibroblast 
|CCD1070 rest 


28.5 


EOL-1 dbcAMP 


23.5 


[Dermal fibroblast 
|CCD1070TNF alpha 


38.7 


EOL-l dbcAMP 

Tx\^ A /i/Yn/tmv/MTi 
X lVl/\/lUIlUIIiyt/IIl 


20.0 


IDermal fibroblast 

prn 1070 11 1 K<»to 

|l^V^JLJxU/U LL.-1 Dcia 


11.8 


Dendritic cells none 


10.1 


iDermal fibroblast IFN 

JtTQTTI IT! Q 
jgdlllilld 


9.9 


npnrlriHr rf»11c T P^ 


Q 7 


jUciIIIal IlDlODiaSl IL,-H 


1^7 
1 J. / 


Iv'CIlUXlllL' IsClla all U- 

CD40 


10.2 


|lBD Colitis 2 


6.6 


Monocytes rest j 


12.0 


|lBD Crohn's 


6.2 


Monocytes LPS j 


12.5 


jColon j 


46.0 


Macrophages rest j 

*L„ — ^ 


13.3 


jLung 


12.6 


Macrophages LPS j 


7.4 


jThymus 


21.8 


HUVEC none j 


24.3 


jKidney 


18.3 


HUVEC starved j 


33.4 


i 





CNS_neurodegeneration_vl.O Summary: Ag3476 This panel confirms the expression of 
the CG59572-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General screening panel vl.4 Summary: Ag3476 Highest expression of the CG59572-01 
gene is detected in a breast cancer cell line sample (CT>27.4). Furthermore, moderate to high 
expression of this gene is detected in CNS cancer, colon cancer, gastric cancer, pancreatic 
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cancer, lung cancer, ovarian cancer, and prostate cancer. Therefore, therapeutic modulation of 
the activity of this gene or its protein product, through the use of small molecule drags, protein 
therapeutics or antibodies, might be beneficial in the treatment of these cancers. 

This gene is expressed at low to moderate levels throughout the CNS, including in 
amygdala, substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, 
this gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

In addition, this gene is expressed at much higher levels in fetal lung and liver tissue 
(CTs=30) when compared to expression in the adult counterpart (CTs=33). Thus, expression 
of this gene may be used to differentiate between the fetal and adult source of these tissues. 

Panel 4D Summary: Ag3476 Highest expression of the CG59572-01 gene is detected in 
TNFalpha + EL- 1 beta treated keratinocytes (CT=27.2). Expression of this gene appears to be 
stimulated in activated secondary Thl, Th2 and Trl cells, PWM treated PBMCs, PWM treated 
B-lymphocytes, IL-2/IL-2+TL-12/IL-2+IFN gamma/IL-2+IL-18 treated LAK cells, and 
TNFalpha + IL-lbeta treated small airway epithelium (CTs=28-30). Thus, this gene may be 
important in the activation of T and B cells or the function of activated T and B cells. 
Therefore, small molecules that antagonize the function of this gene product may reduce or 
eliminate the symptoms in patients with autoimmune and inflammatory diseases in which B 
and T cells play a part in the initiation or progression of the disease process, such as systemic 
lupus erythematosus, Crohn's disease, ulcerative colitis, multiple sclerosis, chronic obstructive 
pulmonary disease, asthma, emphysema, rheumatoid arthritis, or psoriasis. 

BX. CG59522-01: Myosin I 

Expression of gene CG59522-01 was assessed using the primer-probe set Ag3456, 
described in Table BXA. Results of the RTQ-PCR runs are shown in Table BXB. 
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Primers 


Sequences 


Lengthj 


Start 
Position 


SEQID 
NO: 


Forward 


5 1 -atgaactgcacttggagagaaa-3 1 


22 | 


664 


629 


Probe 


TET-5 1 -aatttcacacaccagggagcaggact-3 • - 
TAMRA 


26 | 


699 


630 


Reverse 


5 • -ctctgctcatcactcacagtca-3 ' 


22 | 


730 


631 



Table BXB. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3456, Run 
166397214 


Tissue Name 


Rel. Exp.(%) 
Ag3456, Run 
166397214 


Secondary Thl act 


20.2 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


19.6 


HUVEC IFN gamma 


0.0 


Qw^rtn/larv TV 1 apt 


JJ.H 


HUVEC TNF alpha + IFN 
gamma 




Secondary Thl rest 


34.2 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


17.3 


HUVEC IL- 11 


0.0 


Secondary Trl rest 


20.7 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


10.6 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


13.3 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


25.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


100.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


35.1 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


25.9 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


9.9 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


28.9 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


27.5 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


15.6 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


26.6 


KU-812 (Basophil) rest 


2.2 


CD4 lymphocyte none 


5.0 


KU-812 (Basophil) 
PMA/ionomycin 


5.2 
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2ry Inl/ln2/lrl_ anti- 
CD95 CH11 


31.2 


CCDl 106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


4.7 


CCDI Iflfi ffCeratinncvtesI 
TNFalpha + IL-lbeta ' 


1.0 


LAK cells IL-2 


41 5 


T iv^r pittViosiS 

XwlTVl VlllllU^lO 


v/.O 


T AK cells TT -7+TL-12 


22 4 


T imuc HHti^v 




LAK cells IL-2+IFN 

gall 11 lid 


29.5 


NCI-H292 none 


0.3 


LAK cells IL-2+ IL-18 


25.7 


NCI-H292 IL-4 


0 1 


LAK cells 
PMA/ionomycin 


4.4 




NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


22.2 


JNCI-H292IL-13 


0.0 


i yv\j vv ojr ivii_/iv j Kiay 


\*\.L 


|NCI-H292 IFN gamma 




Two Wav MT R Sdav 


16.0 


.. i 


HPAEC none 


V/.U 


Two Way MLR 7 day 


17.2 




HPAEC TNF alpha + IL-1 
beta 


0.0 


PBMC rest 


7.5 




Lung fibroblast none 


0 0 


PBMC PWM 


33.9 




Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


12.7 




Lung fibroblast IL-4 


0 0 


Ramos (B cell) none 


4.7 


jLung fibroblast IL-9 


0.0 


Kamos (JB cell) 
ionomycin 


8.5 




Lung fibroblast IL-13 


0.1 


B lymphocytes PWM 


25.5 


Lung fibroblast IFN 
(gamma 


0.0 


B lymphocytes CD40L 
and IL-4 


18.8 


(Dermal fibroblast 
JCCD1070 rest 


0.0 


EOL-1 dbcAMP 


17.3 


(Dermal fibroblast 
|CCD1070 TNF alpha 


43.5 


BOL-l doc AMP 

Pl^/T A /i on ntn vr i n 

x ivi/v iviiviii y will 


9.9 


IDermal fibroblast 
|CCD1070LL-lbeta 


0.0 


Dendritic cells none 


2.1 


IDermal fibroblast IFN 
|gamma 


0.0 


Dendritic cells LPS 

1/wllUllllv vvllO X_/l O 


16.4 


(Dermal fibroblast IL-4 


0 0 


Dendritic cells anti- 

CD40 


1.6 


|lBD Colitis 2 


0.3 


Monocytes rest 


20.9 


jlBD Crohn's 


0.1 


Monocytes LPS 


45.7 


jColon 


4.2 


Macrophages rest 


1.3 


|Lung 


2.5 


Macrophages LPS 


16.3 


jThymus 


0.0 


HUVEC none 


0.0 


(Kidney 


11.3 


HUVEC starved 


0.0 j 
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CNS_neurodegeneration_vl.O Summary: Ag3456 Expression of CG59522-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

General_screening_panel_vl.4 Summary: Ag3456 Expression of CG59522-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

Panel 4D Summary: Ag3456 Highesl expression of the CG59522-01 gene is detected in 
sample derived from resting primary Thl cells (CT=29.8). Thus, expression of this gene ca 1 ? 
be used to distinguish this sample from other samples in this panel. This gene is also expressed 
at low but significant levels in T cells prepared under a number of conditions, LAK cells, 
macrophages and dendritic cells also express the transcript. The only non-hematopoietic cell 
type that expresses the transcript detected by this primer and probe at significant levels is 
dermal fibroblasts. Colon and kidney also express low levels of the transcript. Thus, this 
transcript or the protein it encodes could be used to detect hematopoietically-derived cells. 
Furthermore, therapeutics designed with the protein encoded by this transcript could be 
important in the regulation the function of antigen presenting cells (macrophages and dendritic 
cells)or T cells and be important in the treatment of asthma, emphysema, psoriasis, arthritis, 
and BBD. Therefore, therapeutics designed with the protein encoded for by this transcript could 
be important in regulating T cell function and treating T and B cell mediated diseases such as 
asthma, arthritis, psoriasis, DBD, and systemic lupus erythematosus. 

BY. CG59520-01: FARNESYL PYROPHOSPHATE SYNTHETASE 

Expression of gene CG59520-01 was assessed using the primer-probe set Ag5923, 
described in Table BYA. Results of the RTQ-PCR runs are shown in Tables BYB and BYC. 

Table BYA . Probe Name Ag5923 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -gaatgggaaaccagaaatcag-3 ■ 


21 


5 


632 


Probe 


TET-5 ' -tttatgcccaagcaaagcaggatttc-3 ' - 
TAMRA 


26 


29 


633 


Reverse 


5 ' -accctaacgatctgggagtagt-3 ' 


22 


62 


634 



Table BYB . General_screening_panel_vl.5 



Tissue Name 



Rel. Exp.(%) Ag5923, 
Run 247608956 



Tissue Name 
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Run 247608956 
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Adipose 


0.6 


Renal ca. TK-10 


12. 1 


Melanoma* 


1.9 


Bladder 


7.1 


Melanoma* 


2.9 


Gastric ca. (liver met.) 

INV^l-INo / 


26.2 


Melanoma* M14 


8.9 


Gastric ca. KATO III 


31.0 


Melanoma* 
LOXIMVI 


3.9 


Colon ca. SW-948 


6.8 


Melanoma* SK- 


2.4 


Colon ca. SW480 


15.3 


Squamous cell 

l/OlClllUIIla oV^v't 


1.8 


Colon ca.* (SW480 

incLJ a WOZU 


8.2 


1 G5US I^OOl 


i ^ i 

i j. i 


L/Oion ca. xi i zy 


1 o 

i.y 


x lUMdic ca. ^Done 
met) PC-3 


5.6 


Colon ca. HCT-116 


9.3 


Prostate Pool 


2.3 


Colon ca. CaCo-2 


6.4 


J: laVvllLa. 


Z.J 


^oion cancer tissue 


1 .J 


Uterus Pool 


0.0 


Colon ca. SW1116 


7.1 


Ovanan ca. 
OVCAR-3 


6.7 


Colon ca. Colo-205 


9.5 


Ovanan ca. SK-OV- 
3 


14.8 


Colon ca. SW-48 


3.8 


Ovanan ca. 
OVCAR-4 


4.2 


Colon Pool 


5.6 


Ovanan ca. ; 
OVCAR-5 


23.0 


Small Intestine Pool 


7.0 


Ovarian ca. IGROV- 
1 


4.1 | 


Stomach Pool 


0.6 


Ovarian f*a 

OVCAR-8 


0.7 


Bone Marrow Pool 


2.1 


v_/ vary 


1 0 1 
1Z. 1 


reiai wean 


A 1 

4. 1 


DI CilS I Ca. IVlV^r - / 


A A 


riean rooi 


1 1 

1.1 


DiGaM Ca. 1VLLJ/V- 

MB-231 


6.8 


Lymph Node Pool 


7.3 


Breast ca. BT 549 


17.8 


Fetal Skeletal Muscle 


1.0 


Breast ca. T47D 


5.6 


Skeletal Muscle Pool 


5.3 


Rrpact ra IV/fO A M 
Dl Cool ta. lvll^/\-i>J 




opieen i^ooj 


z.U 


Breast Pool 


9.5 


Thymus Pool 


8.0 


Trachea 


14.1 


CNS cancer (glio/astro) 
U87-MG 


1.7 


Lung 


13.9 


CNS cancer (glio/astro) 
U-H8-MG 


10.2 


Fetal Lung 


16.7 


CNS cancer 
(neuro;met) SK-N-AS 


2.8 
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Lung ca.NCI-N417 


1.7 


CNS cancer (astro) SF- 
539 


2.8 


Lung ca. LX-1 


12.8 


CNS cancer (astro) 
SNB-75 


14.2 


Lung ca. NCI-H146 


1.6 


CNS cancer (glio) 


3.9 


Lung ca. SHP-77 


1.5 


PMQ ranr^r folir^ ^1F_ 
V^/INO laJJvCl \gll\JJ Of 

295 


10.8 


Lung ca. A549 


11.0 


Brain (Amygdala) Pool 


1.8 


T lino P9 MPT 
idling ca. iNv^i-riJ^>u 


ft s 


Drom 1 linn l 

x>rdin ^ccrcuciiuiiij 




T una ra MPT I-T91 
Idling Ca. IN\^l-iX£J 


1 ft Q 


j3rd.n1 ^icuiij 




Lung ca. NCI-H460 


4.1 


Brain (Hippocampus) 

Pnn1 


3.3 










Lungca.NCI-H522 


5.2 


r>rdin ^oUDSianiia nigrdj 
Pool 


3.2 


Liver 


0.5 


Brain (Thalamus) Pool 


1.6 


Fetal Liver 


4.3 


Brain (whole) 


1.8 


Liver ca. HepG2 


0.3 


Spinal Cord Pool 


1.7 


Kidney Pool 


13.6 


Adrenal Gland 


1.7 


Fetal Kidney 


7.1 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


11.7 


Salivary Gland 


1.2 


Renal ca. A498 


5.6 


Thyroid (female) 


0.5 


Renal ca. ACHN 


6.2 


Pancreatic ca. CAPAN2 


100.0 


Renal ca.UO-31 


14.0 


Pancreas Pool 


15.3 



Table BYC. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag5923, Run 
247579946 


Tissue Name 


Rel. Exp.(%) 
Ag5923, Run 
247579946 


Secondary Th l act 


14.6 


HUVEC IL-lbeta 


5.3 


Secondary Th2 act 


36.6 


HUVEC IFN gamma 


12.1 


Secondary Trl act 


5.6 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 | 


0.0 


Secondary Th2 rest 


10.5 


HUVEC IL-11 


6.7 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


15.5 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


2.4 


Primary Th2 act 


11.1 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


11.0 


Microsvasular Dermal EC 


5.0 
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• 


TNFalpha + IL-lbeta 




Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


13.5 


Primary Th2 rest 


1.5 


Small airvvay epithelium 
none 


7.2 


Primary Trl rest 


1.3 


Small airway epithelium 
TNFalpha + IL-lbeta 


44.8 


CD45RA CD4 

1 vtntiTinpvfp apt 


13.5 


Coronery artery SMC rest 


1.6 


CD45RO CD4 

lynipnucyie aci 


12.9 


Coronery artery SMC 

1 isr aipna ' LL>- 1 oeia 


6.7 


CD8 lymphocyte act 


1.8 


Astrocytes rest 


1.5 


Secondary CD8 
lymphocyte rest 


3.6 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


15.3 


r\ rail •* lrr\t ^ #rfi ■« > • . 

2ry Thl/Th2/Trl_anti- 


0.0 


CCD 11 06 (Keratinocytes) 
none 


21.5 


LAK cells rest 


15.9 


k^KsLj 1 1 uo ^iveraunocyies ) 
TNFalpha + IL-lbeta 


31.9 


T AK" rpllc TT 9 
J-*/vrv Cello 1-Lf-Z 


JJ 


1 fit Al^ Alf > V l n API 

i^iver cirrnosis 


A f\ 


r Alf r^llc TT 9+TT 19 
JL>/vl\. CCilS IJ-j-Z i 11^,- 1 L 


n n 
u.u 


fN^i-rizyz none 


£ i i 


LAK cells IL-2+IFN 

gamma 
gall 11 1 id 


2.3 


NCI-H292 IL-4 


100.0 


T AK TT -9+ TT -1 8 

JU/VIV VWlia I i«U 1 O 


u.u 


MPT TT9Q9 TT Q 


AK 1 


T AK rplk 
PMA/ionomycin 


13.0 


NCI-H292IL-13 


47.0 


MK' PpIIc TT 9 r**et 


j /. 1 


MPT TJT909 TTTXT rramma 

iN^i-xizyz irJN gamma 


1 A K 

14. J 


1 WU VY ay 1V1.LJV j tidy 


A O 


T-TD A ThP n/vni* 

rxr /vC/i^ none 


U.U 


Two Way MLR 5 day 


0.0 


HPAEC TNF alpha + IL-1 
beta 


24.1 


Two Wav "Ml P 7 Hq\/ 
1 WU VV ay IVILjIv / Uay 


1 9 


idling iiuroDiasi none 


o.u 


PBMC rest 


0.0 


i>ung iioroDiasi ii\r aipna 
+ IL-lbeta 


3.7 


PBMC PWM 


0.0 


Lung fibroblast IL-4 


1.0 




U.U 


L/Ung iiDroDiasi jx-y 


0. / 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-13 


0.0 


Ramos (B cell) 
ionomycin 


17.7 


Lung fibroblast IFN 
gamma 


3.8 


B lymphocytes PWM 


11.4 


Dermal fibroblast 
CCD 1070 rest 


5.8 


B lymphocytes CD40L 
and IL-4 


23.2 


Dermal fibroblast 
CCD! 070 TNF alpha 


21.3 
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EOL-l dbcAMP 


21.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


8.6 


EOT -1 dhcAMP 

PMA/ionomycin 


3.5 


Dermal fibroblast TFN 

gamma 


12.9 


T^pnHritip ppIIq none 


11 7 


Dermal fibroblast IL-4 




DpnHritir r p11c T 


R 4 


UCllllcLl JTlUlUUIaalo ICoL 


0 0 


r^pnHritir* <^p11c anti- 

iU/GllUlllil/ IsCllo dllLI 

CD40 1 


3.8 


Neutrophils TNFa+LPS 


1.5 


Monocytes rest 


0.0 


Neutrophils rest 


18.0 


Monocytes LPS 


57.8 


Colon 


0.0 


Macrophages rest 


1.7 


Lung 


0.0 


Macrophages LPS 


9.8 


Thymus 


8.8 


HUVEC none 


3.1 


Kidney 


4.0 


HUVEC starved 


2.5 







CNS_neurodegeneration_vl.O Summary: Ag5923 Expression of the CG59520-01 gene is 
low/undetectable (CTs > 34.5) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.5 Summary: Ag5923 Highest expression of the CG59520-01 
gene is detected in sample derived from a pancreatic cancer cell line (CT=3 1 .5). Thus, 
expression of this gene can be used in distinguishing this sample from other samples from the 
panel and as a marker for pancreatic cancer. In addition low levels of expression of this gene 
are associated with samples derived from CNS, colon, gastric, renal, lung, breast, ovarian and 
melanoma cnacer cell lines. This gene encodes a farnesyl pyrophosphate synthetase, which is 
involved in cholesterol biosynthesis. It has been suggested that in several types of cancer, 
activation of p21 would be aided by continuous faraesylation due to stimulation of the 
cholesterol biosynthetic pathway in tumors (Rao, 1995). Therefore, therapeutic modulation of 
the activity of protein encoded by this gene may be beneficial in the treatment of these 
cancers. 

In addition, low but significant levels of expression in the pancreas suggest that this 
gene product may be useful in the treatment of type II diabetes. 

References: 

1. Rao KN. (1995) The significance of the cholesterol biosynthetic pathway in cell 
growth and carcinogenesis (review). Anticancer Res 1995 Mar-Apr;15(2):309-14 
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Panel 4 .ID Summary: Ag5923 High expression of the CG59520-01 gene is detected in 
sample derived from untreated and IL4 treated NCI-H292 cells (CTs=33). Thus, expression of 
this gene could be used to distinguish these samples from other samples from the panel. Also, 
therapeutic modulation of the activity of this gene product may be beneficial in the treatment 
asthma and emphysema. 

Panel 5 Islet Summary: Ag5923 Expression of the CG59520-01 gene is low/undetectable 
(CTs > 34.5) across all of the samples on this panel (data not shown). 

BZ. CG59704-01: Serine/Threonine Kinase 

Expression of gene CG59704-01 was assessed using the primer-probe set Ag3509, 
described in Table BZA. Results of the RTQ-PCR runs are shown in Tables BZB, BZC and 
BZD. 



Table BZA . Probe Name Ag3509 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID NO: 


Forward 


5 1 -gacttccctcacctagcttctg-3 ' 


22 


4228 


635 


Probe 


TET-5 1 -actgcatgccaccactgctgagta-3 ' - 
TAMRA 


24 


4257 


636 


Reverse 


5 ' -caccaacctagcaaacaaacag-3 ' 


22 


4281 


637 



Table BZB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 210499481 


Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 210499481 


AD 1 Hippo 


20.2 


Control (Path) 3 
Temporal Ctx 


24.1 


AD 2 Hippo 


20.2 


Control (Path) 4 
Temporal Ctx 


20.7 


AD 3 Hippo 


23.3 


AD 1 Occipital Ctx 


16.4 


AD 4 Hippo 


13.5 


AD 2 Occipital Ctx 
(Missing) . 


0.0 


AD 5 Hippo 


66.4 


AD 3 Occipital Ctx 


9.9 


AD 6 Hippo 


84.7 


AD 4 Occipital Ctx 


4.6 


Control 2 Hippo 


18.0 


AD 5 Occipital Ctx 


30.4 


Control 4 Hippo 


0.4 


AD 6 Occipital Ctx 


0.0 


Control (Path) 3 
Hippo 


0.3 


Control 1 Occipital 
Ctx 


10.0 


AD 1 Temporal Ctx 


23.7 


Control 2 Occipital 


35.6 
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Ctx 




AD 2 Temporal Ctx 


15.4 


Control 3 Occipital 
Ctx 


16.3 


AD 3 Temporal Ctx 


10.8 


Control 4 Occipital 
Ctx 


25.2 


AD 4 Temporal Ctx 


18.8 


Control (Path) 1 
Occipital Ctx 


57.4 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


8.1 


AD 5 Sup Temporal 
Ctx 


72.2 


Control (Path) 3 
Occipital Ctx 


5.4 


AD 6 Inf Temporal i 
Ctx 


21.9 


Control (Path) 4 
Occipital Ctx 


30.4 


AD 6 Sup Temporal \ 
Ctx 


62.4 


Control 1 Parietal 
Ctx 


12.1 


Control 1 Temporal i 
Ctx 


5.4 


Control 2 Parietal 
Ctx 


54.0 


Control 2 Temporal i 
Ctx 


30.6 


Control 3 Parietal 
Ctx 


12.0 


Control 3 Temporal 
Ctx 


6.0 


Control (Path) 1 
Parietal Ctx 


51.4 


Control 3 Temporal i 
Ctx 


12.2 


Control (Path) 2 
Parietal Ctx 


16.0 


L-oniroi ^rainj i 
Temporal Ctx 


40.9 


control (raxti) 5 
Parietal Ctx 


2.1 


Control (Path) 2 
Temporal Ctx 


31.9 


Control (Path) 4 
Parietal Ctx 


29.7 



Table BZC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 217240617 


Tissue Name 


Rel. Exp.(%) Ag3509, 
Run 217240617 


Adipose 


9.5 


Renal ca. TK- 10 


20.4 


Melanoma* 
Hs688(A).T 


8.7 


Bladder 


16.6 


Melanoma* 
Hs688(B).T 


4.5 


Gastric ca. (liver met.) 
NCI-N87 


37.6 


Melanoma* M14 


12.0 


Gastric ca. KATO III 


23.3 


Melanoma* 
LOXIMVI 


3.1 


Colon ca. SW-948 


6.9 


Melanoma* SK- 
MEL-5 


11.0 


Colon ca. SW480 


35.8 


Squamous cell 
carcinoma SCC-4 


9.5 


Colon ca* (SW480 
met) SW620 


24.7 


Testis Pool 


5.4 


Colon ca. HT29 


9.3 
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met) PC-3 


I 

24.1 


Colon ca. HCT-116 


' 62.4 


Prostate Pool 


1 4.5 


Colon ca. CaCo-2 


8.8 


i, lavvllld 


1 Q 


f'nlnn PQTl^PT tlCCIlA 
V^UlUll L/OilUwl llooUC 


1 n o 


Uterus Pool 


1.8 


Colon ca. SW1116 


3.7 


Ovarian ca. 
OVCAR-3 


43.2 


Colon ca. Colo-205 


1.2 


Ovarian ca. SK-OV- 
3 


42.3 


Colon ca. SW-48 


2.8 


Ovarian ca. 
OVCAR-4 


1.1 


Colon Pool 


9.2 


Ovarian ca. 
OVCAR-5 


19.1 


Small Intestine Pool 


8.2 


Ovarian ca. IGROV- 
i 


8.7 


Stomach Pool 


3.7 


Ovarian ca 
OVCAR-8 


7.5 


Bone Marrow Pool 


4.6 


Ovarv 


34 i 

_J 


rcidi ncdxi 




Breast ca MPF-7 


20 7 1 


XlCcLIL ITOUl 


J.O 


Rre?Kt ca MDA- 
MB-231 


32.8 


Lymph Node Pool 


10.1 


Breast ca. BT 549 


35.1 j 


Fetal Skeletal Muscle 


6.7 


Breast ca. T47D 


34.4 j 


Skeletal Muscle Pool 


3.6 


Rrea^t ra MT)A-\T I 


1 R j 


op 1 ceil r^OOl 


/. / 


Breast Pool 


15.7 | 


Thymus Pool 


11.0 


Trachea 


6.8 j 


CNS cancer (gho/astro) 
U87-MG 


27.4 


Lung 


15.3 


CNS cancer (glio/astro) 
U-118-MG 


45.4 


Fetal Lung 


17.6 


CNS cancer 
(neuro;met) SK-N-AS 


16.3 


Lungca.NCI-N417 


11.8 J 


CNS cancer (astro) SF- 
539 


9.9 


Lungca. LX-1 


29.5 | 


CNS cancer (astro) 
SNB-75 


50.7 


Lungca.NCI-H146 j 


j 


CNS cancer (glio) 
SNB-19 


7.0 


Lung ca. SHP-77 




CNS cancer (glio) SF- 
295 


25.7 


Lung ca. A549 


1 7.2 jBrain (Amygdala) Pool 


4.9 


Lung ca. NCI-H526 


4.2 jBrain (cerebellum) 


13 7 


Lungca.NCI-H23 


100.0 


Brain (fetal) 


14.8 


Lung ca. NCI-H460 


27.2 


Brain (Hippocampus) 
Pool 


3.7 
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i^uiig td. nwr 


16 2 


wcr coral LOUCa ST UQi 




Lungca.NCI-H522 


29.9 


•Drain ^Duusianiia nigraj; 
Pool 


1.7 


Liver 


0.0 


Brain (Thalamus) Pool 


5.6 


Fetal Liver 


10.1 


Brain (whole) 


6.1 


Liver ca. HepG2 

„ ^ ; 


17.7 


Spinal Cord Pool 


2.0 


Kidney Pool I 


26.1 


Adrenal Gland 


8.8 


Fetal Kidney 


24.3 


Pituitary gland Pool 


3.4 


Renal ca. 786-0 


19.8 


Salivary Gland 


4.9 


Renal ca. A498 | 


2.4 


Thyroid (female) 


3.4 


Renal ca. ACHN 


8.2 


Pancreatic ca. CAPAN2 


34.2 


Renal ca.UO-31 


9.5 


Pancreas Pool 


16.7 


Table BZD. Panel 4D 


1 Rel. Exp.(%) 
Tissue Name Ag3509, Run 
1 166407201 


Tissue Name 


Rel. Exp.(%) 
Ag3509, Run 
166407201 


Secondary Thl act j 50.0 


HUVEC IL-lbeta 


4.7 


Secondary Th2 act j 45.4 


HUVEC IFN gamma 


4.8 


Secondary Trl act 


87.7 


HUVEC TNF alpha + IFN 
gamma 


10.0 


Secondary Thl rest 


17.4 


HUVEC TNF alpha +IL4 


19.9 


Secondary Th2 rest 


21.9 


HUVEC IL-11 


13.4 


Secondary Trl rest 


32.5 


Lung Microvascular EC 
none 


14.1 


Primary Thl act 


40.9 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


24.8 


Primary Th2 act 


83.5 


Microvascular Dermal EC 
none 


22.1 


Primary Trl act 


100.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


12.2 


Primary Thl rest 


75.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


9.9 


Primary Th2 rest 


31.0 


Small airway epithelium \ 
none 


7.7 


Primary Trl rest 


41.5 


Small airway epithelium 
TNFalpha + IL-lbeta 


23.0 


CD45RA CD4 
lymphocyte act 


21.9 


Coronery artery SMC rest 


7.6 


CD45RO CD4 
lymphocyte act 


56.6 


Coronery artery SMC 
TNFalpha + IL-lbeta 


2.0 


CD8 lymphocyte act 


58.6 


Astrocytes rest 


25.5 


Secondary CD8 


51.4 


Astrocytes TNFalpha + 


28.5 
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lymphocyte rest 




IL-lbeta 




Secondary CDS 
lymphocyte act 


52.1 


KU-812 (Basophil) rest 


25.5 


CD4 lymphocyte none 


21.0 


KU-8 1 2 (Basophil) 
PMA/ionomycin 


68.8 


2ry Tn 1 /Th2/T r 1 _an 1 1 - 
CD95 CHU 


41.8 


CCD 1 1 06 (Keratrnocytes) 

X1AS11& 


17.4 


LAK cells rest 


27.9 


CPD1 1 06 nCeratinnrvtpO 

TNFalpha + IL-lbeta 


36.6 


LAK cells IL-2 


58 6 


T ivf*r piiThn<si<i 


J 1 .0 


LAK cells TL-2+IL-1 2 


61 1 


T nniic lriHn^v 




LAK cells IL-2+IFN 


85.3 


NCI-H292 none 


20.0 


T AK celk TT -2+ TT -1 8 

i^ii-lV vvlld XXw £r 1 XXw 1 O 


61 1 


NPT-R909 TT -4 


z. i .o 


LAK cells 
PMA/ionomycin 


49.3 


NCI-H292IL-9 


24.5 


NK Cells IL-2 rest 


43.2 


NCI-H292 IL-13 


24.8 


Two Wav MLR 3 dav 


50 0 


NCT-H292 TFN eamma 


14 8 


Two Wav MLR 5 dav 

x vt \j t t **y ivxxvxx «/ vxciy , 


39 5 






Two Way MLR 7 day 


37.1 


HPAECTNF alpha + IL-1 

hf»ta 


25.9 


PBMC rest 

X XJ1Y1 l^Jl 


15 1 


T lino fiHrnhlact nnnp I 
IvUllg UUlUUldol IlUIlw 


10 n" 


PBMC PWM 


44.8 


Luna fibroblast TMF alntia 

+ IL-1 beta 


21.3 


PBMC PHA-L 


14 8 


T una fihmhlact TT .A 


lo.O 


Ramos (B cell) none 


75.3 


Lung fibroblast IL-9 


17.8 


Ramos (B cell) 
ionomycin 


17.8 


Lung fibroblast IL-13 


21.9 


B lymphocytes PWM 


33.4 


Lung fibroblast IFN 
gamma 


21.3 


x> rympnocytes LD4UL 
andIL-4 


42.3 


Dermal fibroblast 
CCD 1070 rest 


46.7 


EOL-1 dbcAMP 


25.3 


T% _ . . . . 1 C\ 1- 1 j. 

Dermal fibroblast 
CCD1070TNF alpha 


69.3 


TT/~\T 1 JL- AH/11 

bOL-l dbcAMP 

A l\ finnm vp i n 
jr ivi/v ivrixuui y viii 


18.9 


Dermal fibroblast 
cm in7nn 1 npta 


20.3 


Dendritic cells none 


10.7 


Dermal fibroblast IFN 

gallillla 


17.4 


Dendritic celk T PS 




T^Prtnal fihrnhlact TT -A. 


91 R 

il.O 


Dendritic celk anti- 

CD40 


12.2 


BD Colitis 2 


7.1 


Monocytes rest 


10.0 


IBD Crohn's 


5.5 


Monocytes LPS 


25.3 


Colon 


53.6 


Macrophages rest 


29.3 


Lung 


5.6 
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Macrophages LPS j 7.2 


Thymus j 27.5 


HUVECnone j 24.1 


Kidney | 5L4 


HUVEC starved j 33.9 





CNS_neurodegeneration_vl.O Summary: Ag3509 This panel confirms the expression of 
this gene at low levels in the brain in an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. 



General_screening_panel_vl.4 Summary: Ag3509 Highest expression of the CG59704-01 
gene is detected in a sample derived from a lung cancer cell line (CT=3 1.69). Thus, expression 
of this gene can be used in distinguishing this sample from other samples in this panel. 
Furthermore, moderate expression of this gene is associated with cell lines derived from 
pancreatic, brain, colon, gastric, renal, lung, breast and ovarian cancers. Therefore, therapeutic 
modulation of the activity of this gene or its protein product, through the use of small molecule 
drugs, or antibodies, might be beneficial in the treatment of these cancers. 

Panel 4D Summary: Ag3509 Expression of the CG59704-01 gene is stimulated in T cells, 
LAK cells and B cells, with highest expression in primary activated Trl cells (CT=32). 
Therefore, therapeutics designed with the protein encoded for by this transcript could be 
important in regulating T and B cell function and treating T cell/B cell mediated diseases such 
as asthma, arthritis, psoriasis, IBD, allergies, hypersensitivity reactions, microbial and viral 
infections systemic lupus erythematosus, multiple sclerosis, chronic obstructive pulmonary 
disease and systemic lupus erythematosus. 

Furthermore, expression of this gene is decreased in colon samples from patients with 
IBD colitis and Crohn's disease relative to normal colon. Therefore, therapeutic modulation of 
the activity of this gene product may be useful in the treatment of inflammatory bowel disease. 

Panel 5 Islet Summary: Ag3509 Expression of this gene is low/undetectable (CTs > 35) 
across all of the samples on this panel (data not shown). 

CA. CG59628-01: short-chain dehydrogenase like homo sapiens 

Expression of gene CG59628-01 was assessed using the primer-probe set Ag3500, 
described in Table CAA. Results of the RTQ-PCR runs are shown in Tables CAB and CAC. 
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Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -gcagatgtggtgatgagtatga-3 ' 


22 


1159 


638 


Probe 


TET-5 ' -tcaggtaaactaaaaccaacaatggca-3 • - 
TAMRA 


27 


1207 


639 


Reverse 


5 1 -atcttcaatttccctgacatga-3 * 


22 


1235 


640 



Table CAB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3500, 
Run 217131378 


Tissue Name 


Rel. Exp.(%) Ag3500, 
Run 217131378 


Adipose 


25.0 


Renal ca. TK-10 


82.4 


Melanoma* 
Hs688(A).T 


19.3 


Bladder 


15.6 


X JT -1 lit 

Melanoma* 
Hs688(B).T 


18.3 


Gastric ca. (liver met.) 
NCI-N87 


36.3 


If 1 ^ 1 XI J 

Melanoma* Ml 4 


33.9 


Gastric ca. KATO III 


51. 1 


Melanoma* 
LOXIMVI 


36.3 1 


Colon ca. SW-948 


17.8 


Melanoma* SK- 
MEL-5 


61.1 


Colon ca. SW480 


66.4 


Squamous cell 
carcinoma SCC-4 


17.0 


Colon ca.* (SW480 
met) SW620 


36.1 


Testis Pool 


11.4 


Colon ca. HT29 


31.6 


Prostate ca.* (bone 
met) PC-3 


35.1 


Colon ca. HCT-116 


46.0 


Prostate Pool 


3.9 


Colon ca. CaCo-2 


58.6 


Placenta 


1.2 


Colon cancer tissue 


24.1 


Uterus Pool 


1.9 


Colon ca.SW1116 


6.7 


Ovarian ca. 
OVCAR-3 


12.2 


Colon ca. Colo-205 


12.1 


Ovarian ca. SK-OV- 
3 


55.9 


Colon ca. SW-48 


25.0 


Ovarian ca. 
OVCAR-4 


7.2 


Colon Pool 


16.2 


Ovarian ca. 
OVCAR-5 


47.6 


Small Intestine Pool 


9.9 


Ovarian ca. IGROV- ■ 
1 


23.8 


Stomach Pool 


6.2 


Ovarian ca. 
OVCAR-8 


16.5 


Bone Marrow Pool 


4.6 


Ovary 


31.2 


Fetal Heart 


27.0 
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rsreasi ca. ivicr-/ 


0 7 


iriean r ooi 


1 1 Q 


DTQcSl Ca. iYLU/\- 

MB-231 


33.2 


jLymph Node Pool 


13.1 


Breast ca. BT 549 


42.0 


iFetal Skeletal Muscle 

.1 


13.7 


Breast ca. T47D 


90.8 


j Skeletal Muscle Pool 


40.9 


tsreast ca. jvlua-jn \ 


1 8 o 


lopieen rooi 


1 1 £ 

11.0 


Breast Pool 


14.1 


jThymus Pool 


13.4 


Trachea 


in 


|CNS cancer (glio/astro) 
]U87-MG 


27.0 


Lung 


8.1 


jCNS cancer (glio/astro) 
]U-118-MG 


39.0 


Fetal Lung 


27.7 


jCNS cancer 
|(neuro;met) SK-N-AS 


20.0 


Lung ca. NCI-N417 


4.4 


jCNS cancer (astro) SF- 
|539 


15.0 


Lungca. LX-1 


30.1 


jCNS cancer (astro) 
|SNB-75 


100.0 


Lung ca. NCI-H146 j 


1.7 


CNS cancer (glio) 


22.5 


Lung ca. SHP-77 j 


27.4 


• jviNo cancer ^gnoj or- 
J295 


20.6 


Lung ca. A549 


24.5 


jBrain (Amygdala) Pool 


4.5 


jL*ung ca. fNUi-rijzo j 


D.O 


jo rain {cereoeiiuni/ 


1.5 


i-img ca. JNw-rlZo 


ZJ.o 


its rain ^ietai ) 




Lungca.NCI-H460 


22.2 


iBrain (Hippocampus) 

jrOOl 


9.2 


T linn r*n UHD AO 

lAing ca. riur-oz 




jU/ereDrai cortex rooi 


11./ 


Lungca.NCI-H522 


24.0 


jBrain (Substantia nigra) 
jPool 


7.7 


Liver 


1.2 


jBrain (Thalamus) Pool 


10.1 


Fetal Liver ! 


28.7 


jBrain (whole) 


2.8 


Liver ca HenG2 


36.6 


iSninal Cord Pool 


17.2 


Kidney Pool 


10.8 


lAdrenal Gland 


18.6 


Fetal Kidney 


13.6 


jPituitary gland Pool 


2.4 


Renal ca. 786-0 


44.1 


jSalivary Gland 


1.7 


Renal ca. A498 


13.7 


(Thyroid (female) 


11.3 


Renal ca. ACHN 


19.1 


jPancreatic ca. CAPAN2 


34.9 


Renal ca.UO-31 


37.4 


(Pancreas Pool 


22.8 



Table CAC. Panel 4D 





Rel. Exp.(%) 




Rel. Exp.(%) 


Tissue Name 


Ag3500, Run 


Tissue Name 


Ag3500, Run 




166441942 




166441942 
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UvvuIlUoI Y OXsK 




ItTTTVFP TT -Iheta 

ill V_/ V IvV_/ 1JU 1 UVla 


1 fi 8 


Q r>H Thx act 


in i 


iTTTTVPP TFM aammp 
1X1 U V V\s xr l\ galllllla 


17 1 


Secondary Trl act 


14.0 


Iut Tvrcp TKTF alnria 4- TPM 

jnU V C\^y 1 i\r alalia i LT 1> 

jgamma 


5.6 


occoncidry ini rcbi 


A 1 


ItTT T\/pr TKTP o In Via -1- TT A 

Jriu v£L i i»r aipnd • ll^ 


O.Z 


Secondary Th2 rest 


2.4 


Jhuvec IL-11 


7.2 


Secondary Trl rest 


3.1 


iLung Microvascular EC 
jnone 


6.0 


Primary Thl act 


1.7 


ILung Microvascular EC 
|TNFalpha + IL-lbeta 


4.5 


Primary Th2 act 


6.4 


[Microvascular Dermal EC 
jnone 


20.0 


Primary Trl act 


10.5 


iMicrosvasular Dermal EC 
jTNFalpha + IL-lbeta 


5.9 


Primary Thl rest 


20.3 


Bronchial epithelium 
|TNFalpha + ILlbeta 


6.8 


Primary Th2 rest 


9.8 


Small airway epithelium 
jnone 


11.2 


Primary Trl rest 


18.0 


Small airway epithelium 
|TNFalpha + IL-lbeta 


50.7 


CD45RA CD4 
lympnocyic aci 


11.5 


Jcoronery artery SMC rest j 


6.8 


CD45RO CD4 

lynipnucyic aci ; 


8.5 


ICoronery artery SMC 

ITNTPsilnha -4- TT 1 n*»ta 

1 1 rsr aipnd « ul- i ueia 


5.7 


CD8 lymphocyte act 


13.2 


(Astrocytes rest 


17.9 


Secondary CD8 
lymphocyte rest \ 


6.9 


Astrocytes TNFalpha + 
|IL-Ibeta 


26.2 


Secondary CD8 
lymphocyte act 


6.2 


|kU-812 (Basophil) rest 


13.2 


CD4 lymphocyte none \ 


2.1 


KU-812 (Basophil) | 
|PMA/ionomycin | 


23.0 


2ry Thl/Th2/Trl_anti- 


3.2 


CCD 1 106 (Keratinocytes) 
jnone 


14.5 


LAK cells rest 


2.5 


\\^\sLJ i l uo ^ivciaiinocyics J 
TNFalpha + IL-lbeta 


68.8 


T AV r^llc TT Jl 

i^r/VIv WCIIO ll^'Z. 




|i-river ciitiiosis 




T AV r^llc TT -0+TT 1 9 




ji^upus Kiuney 


17 5 
1 J.J 


T A l/" TT ^ i TT7XT 

LAK cells lL-2+IrN 


11.7 


WCI-H292 none 
1 


47.0 


ganuna 


T AV r*»11c TT 9+ TT 1ft 


o.U 


fKFPT TJOOO TT A 


Zl.o 


L^/\_rv ecus 


2.0 


|nCI-H292 IL-9 


29.5 


PMA/ionomycin 


NK Cells IL-2 rest 


6.3 


|NCI-H292 IL-13 


13.3 


Two Way MLR 3 day 


6.4 


|NCI-H292 IFN gamma 


12.3 


Two Way MLR 5 day 


12.3 


HPAEC none 


10.5 
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Two Way MLR 7 day 


6.3 


HPAEC TNF alpha + IL-1 
heta 


7.3 


PBMC rest 


3.3 


T nni> flhrnhlast none 


10.1 


PBMC PWM 


11.6 


I une fibroblast TNF aloha 
+ IL-1 beta 


15,1 


PBMC PHA-L 


5.7 


Liinp fibroblast TT .-A 


9 1 


Ramos (B cell) none 


6.1 


Lung fibroblast IL-9 


9.3 


Ramos (o cell) 
ionomycin 


8.3 


Lung fibroblast IL-1 3 


8.1 


B lymphocytes PWM 


27.4 


Lung fibroblast 1FN 
gamma 


24.5 


B lymphocytes LD40L 
and IL-4 


15.0 


Dermal fibroblast 
CCD 1070 rest 


39.8 


EOL-1 dbcAMP 


20.7 


Dermal fibroblast 
CCD1070 TNF alpha 


47.3 


bUL-1 abcAMr 
PMA/ionomvcin 


4.7 


Dermal fibroblast 
CCD 1070 IL-1 beta 

V>V^X^ 1 V/ / V/ II < 1 UvlO 


12.4 


Dendritic cells none 


6.9 


Dermal fibroblast IFN 
gamma 


11.4 


Dendritic cells LPS 


11.6 


Dermal fibroblast TT .-A 


48.3 


Dendritic cells anti- 
CD40 


3.8 


IBD Colitis 2 


2.2 


Monocytes rest 


6.0 


BD Crohn's 


8.4 


Monocytes LPS 


2.3 


Colon 


100.0 


Macrophages rest 


12.2 


Lung 


14.0 


Macrophages LPS 


5.4 


Thymus 


73.2 


HUVEC none 


19.2 


Kidney 


25.0 


HUVEC starved 


31.9 







CNS_neurodegeneration_vl.O Summary: Ag3500 Results from one experiment with the 
CG59628-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 



General_screening_panel_vl.4 Summary: Ag3500 Highest expression of the CG59628-01 
gene is detected in a sample derived from a CNS cancer cell line (CT=3 1.1). Therefore, 
expression of this gene may be used to distinguish this sample from the other samples on this 
panel. In addition, significant expression of this gene is associated with samples derived from 
colon, ovarian, breast, renal, lung, melanoma, and brain cancer cell lines. Therefore, 
therapeutic modulation of the activity of this gene or its protein product might be beneficial in 
the treatment of these cancers. 
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Among tissues with metabolic function, this gene is expressed at low but significant 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This molecule is also expressed at low levels in the CNS, including the hippocampus, 
thalamus, substantia nigra and cerebral cortex. Therefore, therapeutic modulation of the 
expression or function of this gene may be useful in the treatment of neurologic disorders, 
such as Alzheimer's disease, Parkinson's disease, schizophrenia, multiple sclerosis, stroke and 
epilepsy. 

Panel 4D Summary: Ag3500 Highest expression of the CG59628-01 gene is detected in 
colon (CT=30.3). Therefore, expression of this gene may be used to distinguish colon from the 
other tissues on this panel. Furthermore, expression of this gene is decreased in colon samples 
from patients with IBD colitis and Crohn's disease relative to normal colon. Therefore, 
therapeutic modulation of the activity of the GPCR encoded by this gene may be useful in the 
treatment of inflammatory bowel disease. 

CB. CG59671-02: acetyl-coenzyme A synthetase 

Expression of gene CG59671-02 was assessed using the primer-probe sets Ag3506 and 
Ag3581, described in Tables CBA and CBB. Results of the RTQ-PCR runs are shown in 
Tables CBC, CBD, CBE and CBF. 

Table CBA . Probe Name Ag3506 



Primers 


Sequences 


LengthjStart Position 


SEQ ID 

NO: 


Forward 


5 ' -aggacacagctacgtggtgtat-3 ' 


22 j 1072 


641 


Probe 


TET-5 ■ -cctctctgcaatggtgccaccag-3 ' -TAMRA 


23 | 1097 


642 


Reverse 


5 ' -gataaactggggtgctctcaa-3 ' 


21 j 1128 


643 



Table CBB . Probe Name Ag3581 



Primers 


Sequences jLengthj 


Start Position 


SEQ ID 

NO: 
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Forwardjs 1 -aggacacagctacgtggtgtat-3 ' 


22 1072 


644 


Probe Jtet-5 1 -cctctctgcaatggtgccaccag-3 ' -TAMRA 


23 j 1097 


645 


Reverse js 1 -gataaactggggtgctctcaa-3 ' 


21 j 1128 


646 



Table CBC . CNS_neurodegeneration_vl.O 



Tissue 
Name 


Rel. Exp.(%) 
Ag3506, Run 
210497900 


Rel. Exp.(%) 
Ag3581, Run 
210643840 


Tissue 
Name 


Rel. Exp.(%) 
Ag3506, Run 
210497900 


Rel. Exp.(%) 
Ag3581, Run 
210643840 


AD 1 Hippo 


30.1 


36.9 


Control 
(Path) 3 
Temporal 
Ctx 


15.8 


21.5 


AD 2 Hippo 


87.7 


89.5 


Control 
(Path) 4 
Temporal 

Ctx 


42.6 


53.6 


AD 3 Hippo 


12.5 


12.5 


AD 1 

Occipital 

Ctx 


35.6 


31.4 


AD 4 Hippo 


29.1 


38.4 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 Hippo 


55.5 


69.3 


AD 3 

Occipital \ 
Ctx 


17.8 


18.7 


AD 6 Hippo 


24.1 


33.4 


AD 4 

Occipital 

Ctx 


47.0 


38.4 


Control 2 
Hippo 


42.3 


56.3 


AD 5 

Occipital 

Ctx 


42.9 


26.1 


Control 4 
Hippo 


42.6 


60.3 


AD 6 

Occipital 

Ctx 


24.3 


51.1 


control 
(Path) 3 
Hippo 


19.8 


23.0 


Control 1 
Occipital 

ctx ! 


20.3 


16.2 


AD 1 

Temporal 

Ctx 


63.7 


48.3 


Control 2 
Occipital 
Ctx 


71.2 


63.7 


AD 2 

Temporal 

Ctx 


60.7 


87.7 


Control 3 
Occipital 
Ctx 


35.4 


. 41.5 


AD 3 
Temporal 


15.9 


15.6 


Control 4 
Occipital 


20.0 


27.9 
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Ctx 


|Ctx j 




AD 4 
Temporal 


47.0 


57.0 


Control 
(Path) 1 
Occipital 
Ctx 


81.2 


100.0 


ADSInf 
Temporal 


68.3 


72.2 


Control 
(Path) 2 
Occipital 
Ctx 


18.9 


26.4 


AD 5 Sup 
Temporal 


65.5 


57.8 


Control 
(Path) 3 
Occipital 
Ctx 


15.7 


10.1 


AD6Inf 

i cinpuiai 

Ctx 






Control 
(Path) 4 
Occipital 
Ctx 




26.8 


AD 6 Sup 
Temporal 
Ctx 


31.2 


31.9 


Parietal Ctx \ 


21.9 


33.7 


Control 1 
Temporal 
Ctx 


22.5 


29.3 


control l 
Parietal Ctx 


51.8 


79.0 


Control 2 
Temporal 
Ctx 


55.1 


58.6 


Prvntrnl % 

Parietal Ctx 


31.4 


38.4 


Control 3 
Temporal 
Ctx 


26.4 


34.6 


Control 
(Path) 1 
Parietal Ctx 


100.0 


93.3 


Control 3 
Temporal 
Ctx 


35.6 


35.8 


Control 
(Path) 2 
Parietal Ctx ; 


51.1 


57.4 


Control 
(Path) 1 
Temporal 
Ctx 


62.9 


73.7 ' 


Control 
(Path) 3 

Parietal Ctx 


17.1 


17.2 


Control 
(Path) 2 
Temporal 
Ctx 


54.0 


55.1 


Control 
(Path) 4 
Parietal Ctx 


54.3 


55.9 



Table CBD . General__screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3S06, Run 
217236187 


Rel. Exp.(%) 
Ag3581, Run 
217423588 


Tissue Name 


Rel. Exp.(%) | Rel. Exp.(%) 
Ag3506, Run Ag3581, Run 
217236187 j 217423588 


Adipose 


3.6 


3.5 


Renal ca. TK-10 


4.1 j 3.4 
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Melanoma* 
Hs688(A).T j 


1.8 ; 


1.0 


Bladder 


16.5 


12.2 


Melanoma* 
Hs688(B).T 


0.6 


0.6 


Gastric ca. (liver 
met.) NCI-N87 


21.5 


17.3 


Melanoma* 
M14 


100.0 


30.4 


Gastric ca. 
KATOIH 


63.3 


53.2 


Melanoma* 
LOXIMVI 


0.0 


0.0 


Colon ca. SW- 
948 


8.0 


5.0 


Melanoma* 
SK-MEL-5 


7.5 


100.0 


Colon ca. SW480 


20.7 


16.6 


Squamous cell 

carcinoma 

SCC-4 


10.9 


6.3 


Colon ca.* 

(SW480met) 

SW620 


0.0 I 


0.1 


Testis Pool \ 


11.9 


9.8 


Colon ca. HT29 ] 


24.7 


15.7 


Prostate ca.* 
(bone met) 


2.0 


2.3 


Colon ca. HCT- 
116 


0.0 


0.0 


Prostate Pool 


13.0 


7.5 


Colon ca. CaCo-2| 


60.3 i 


40.1 


Placenta 


87.1 


50.3 


Colon cancer 
tissue 


30.8 


18.8 


Uterus Pool 


7.0 


4.5 


Colon ca. 
SW1116 


5.3 ! 


2.4 


Ovarian ca. 
OVCAR-3 


28.5 


14.4 


Colon ca. Colo- 
205 


1.9 


1.9 


Ovarian ca. 
SK-OV-3 


7.7 


4.2 


Colon ca. SW-48 


33.2 


16.8 


Ovarian ca. 
OVCAR-4 


2.6 


1.0 


Colon Pool 


14.3 


15.1 


Ovarian ca. 
OVCAR-5 


28.3 


14.1 


Small Intestine 
Pool 


15.0 


7.4 


Ovarian ca. 

1VJ1\V_/ V - 1 


0.5 


0.2 


Stomach Pool 


8.3 


4.8 


Ovarian ca. 

KJ V V^/vtv-o 


1.4 


1.1 


Bone Marrow 

.rOOl 


7.3 ! 


4.7 


Ovary 


7.9 


7.3 


Fetal Heart 


16.0 


12.8 


Breast ca. 
MCF-7 


3.8 


2.1 


Heart Pool 


13.1 


10.1 


Breast ca. 

MDA-MB- 

231 


8.2 


6.0 


Lymph Node 
Pool 


16.3 


9.2 


Breast ca. BT 
549 


1.6 


1.2 


Fetal Skeletal 
Muscle 


6.9 


3.7 


Breast ca. 
T47D 


62.9 


31.2 


Skeletal Muscle 
Pool 


18.9 


15.1 


Breast ca. 
MDA-N 


29.7 


15.4 


Spleen Pool 


8.8 


6.9 
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Breast Pool 


12.5 


8.8 


Thymus Pool 


19.6 


11.6 


Trachea 


12.4 


8.2 


CNS cancer 
(glio/astro) U87- 
MG 


0.6 


0.3 


Lung 


1.7 


0.8 


CNS cancer 
(glio/astro) U- 
118-MG 


0.4 


0.2 


Fetal Lung 


29.7 


18.0 


CNS cancer 
(neuro;met) SK- 
N-AS 


3.4 


2.2 


Lung ca. NCI- 
N417 . 


0.1 


0.0 


CNS cancer 
(astro) SF-539 


0.1 | 


0.0 


Lung ca. LX- 
1 


0.1 


0.1 


CNS cancer 
(astro) SNB-75 


10.4 


2.1 


Lung ca. NCI- 
H146 


0.3 


0.1 


CNS cancer 
(glio) SNB-19 


1.0 


0.2 


Lung ca. 
SHP-77 


7.8 


5.0 


CNS cancer 
(glio) SF-295 


1.3 


0.6 


Lung ca. 
A549 


7.8 


5.1 


Brain 

(Amygdala) Pool 


10.3 | 


5.9 


Lung ca. NCI- 
H526 


10.2 


2.5 


Brain 

(cerebellum) 


32.3 


21.0 


Lung ca. NCI- 
H23 


3.4 


3.2 


Brain (fetal) 


9.7 


4.7 


Lung ca. NCI- 
H460 


1.9 


0.8 


Brain 

(Hippocampus) 
Pool 


15.5 j 


10.6 


Lung ca. 
HOP-62 


0.9 


0.6 


Cerebral Cortex 
Pool 


20.7 


14.5 


Lung ca. NCI- 


0.1 


0.1 


Brain (Substantia 
nigra j rooi 


18.8 


9.9 


Liver 


0.8 


0.5 


Brain (Thalamus) 


15.9 


10.4 


rcidi i^ivcr 


j / . i 


99 A 


Drain /u/nnlal 

r>rain ^ wnoie ) 




1 A 1 


Liver ca. 


1.8 


0.8 


Spinal Cord Pool 


14.8 


9.0 


Kidney Pool 


18.7 


14.9 


Adrenal Gland 


5.6 ! 


3.8 


Fetal Kidney 


6.2 


6.0 


Pituitary gland 
Pool 


1.6 


1.0 


Renal ca. 786- 
0 


0.3 


0.1 


Salivary Gland 


15.3 


8.6 


Renal ca. 
A498 


1.8 


1.1 


Thyroid (female) j 


11.0 


11.4 


Renal ca. 
ACHN 


4.3 


1.4 


Pancreatic ca. 
CAPAN2 


0.3 


0.2 


Renal ca. UO- 


9.3 


2.5 


Pancreas Pool 


16.7 


16.5 
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31 



Table CBE. Panel 4.1D 



Tissue Name 


Rel. Exp.(%) 
Ag3581, Run 
169910402 


Tissue Name 


Rel. Exp.(%) 
Ag3581, Run 
169910402 


Secondary Thl act 


36.6 


HUVEC IL-lbeta 


4.0 


Secondary Th2 act 


38.2 


HUVEC IFN gamma 


19.5 


Secondary Trl act 


45.1 


HUVEC TNF alpha + IFN 
gamma 


5.3 


Secondary Thl rest 


72.2 


HUVEC TNF alpha + IL4 


2.6 


Secondary Th2 rest 


58.2 


HUVEC IL-11 


11.5 


Secondary Trl rest 


79.0 


Lung Microvascular EC 
none 


27.9 


Primary Thl act 


23.2 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


28.1 


Primary Th2 act 


48.6 


Microvascular Dermal EC 
none 


7.9 


Primary Trl act 


38.4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


10.6 


Primary Thl rest 


90.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


6.9 


r rmidxy 1 ILL ICS I 


77.J 


Small airway epithelium 
none 


1 7 


rnmary in resi 


on s 


Small airway epithelium 
TNFalpha + IL-lbeta 


J.Z 


CD45RA CD4 
lymphocyte act 


1 5 0 


v^oronery artery oiviis rest 




CD45ROCD4 
lymphocyte act 


1 


Coronery artery SMC 
TNFalpha + IL-lbeta 




CD8 lymphocyte act 


36.3 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


27.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 




VTT $LM fRac/vnhil't tv»ct 

jvu-oiz ^Ddoopnii^ rcsi 


1 nn ft 


CD4 lymphocyte none 


31.0 


KU-812 (Basophil) 
PMA/ionomycin 


25.2 


2ry Thl/Th2/Trl anti- i 
CD95 CHI 1 


77.4 


CCD1 106 (Keratinocytes) 
none 


13.0 


LAK cells rest 


40.6 


CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


19.3 


LAK cells IL-2 


66.0 


Liver cirrhosis 


8.9 


LAK cells IL-2+IL- 12 ! 


28.3 


NCI-H292 none 


0.5 


LAK cells IL-2+IFN 


34.9 


NCI-H292 IL-4 


0.8 
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gal ILL I ia 








T AY ppIIq TT -9+ TT -1 8 






0 R 

-u.o 


L^r\J\. L/C lid 

PMA/ionomycin 


9.3 


NCI-H292 IL-13 


1.2 




R9 4 


>JPT-W909 FFTsJ oammn 
lNV^l-rix.-/Z IF IN galllllla 


1 0 


i wo w ay ivii^iv j uay 


SQ 0 

jy.y 


nr/\£v nunc 


O.U 


Two Way MLR 5 day 


28.7 


HPAEC TNF alpha + IL-1 

UCLa 


7.7 


Twn Wav Ml P 7 Hav 

1 WU W «y 1V1.LJV / \XcLj 


97 4 


T lino fi V\fv*\ r\l act non£» 
JLtUllg liUiUUlaol nunc 


1 Q 


PBMC rest 


45.1 


T iinrr Ti r^i"/"\rtl oof 1 ' M oIt^mo 

j^ung nurooiaSi a isr aipna 
+ EL-1 beta 


0.1 


PBMC PWM 


19.5 


Lung fibroblast IL-4 


1.2 




78 1 


T iitifr TiV\i"r*nlQcl" TT _0 
ijUllg llUIUUlaal IL"7 


ft ^ 


Ramos (B cell) none 


47.0 


Lung fibroblast IL-13 


0.6 


Ramos (B cell) 
ionomycin 


37.4 


Lung fibroblast IFN 
gamma 


2.6 


B lymphocytes PWM 


16.4 


Dermal fibroblast 
CCD 1070 rest 


3.6 


B lymphocytes CD40L j 
andIL-4 


48.6 


T'V 1 C m \- t_1 A. 

Dermal fibroblast 
CCD1070 TNF alpha 


73.7 


EOL-1 dbcAMP 


0.3 


TV 1 f 1 11 A 

Dermal fibroblast 

Prni070 TT -1 hf»ta 

V^V/L/iv/U LL"1 DClo 


3.5 


FOT-1 dhrAMP 

PMA/ionomycin 


0.0 


T^prmal fiVimHIuct IPNT 
JLSwllllal liUiUUlaol LT IN 

gamma 


8.3 


j-/ciiuuiii/ ccna nunc 


74 ft 


nprm q 1 TihivVhl'iof TT _/i 
IvClilldl liUiUUlaol 11^ 


U. 1 


1-xCllUllllv l/Cilo o 


O.J 


ucniiai riuruuiaoib rcoi 


O'X ft 


T^PtiHnfir* /^^llc Qnti_ 
lycilUIlllt' l/CUa oJlU 

CD40 


24.1 


Neutrophils TNFa+LPS 


2.1 


Monocytes rest 


44.8 


Neutrophils rest 


8.7 


Monocytes LPS 


10.7 


Colon 


69.3 


Macrophages rest 


38.7 


Lung 


27.7 


Macrophages LPS 


9.5 


Thymus 


75.3 


HUVEC none 


2.9 


Kidney 


84.7 


HUVEC starved 


3.3 







Table CBF. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3506, Run 
166407188 


Tissue Name 


Rel. Exp.(%) 
Ag3506, Run 
166407188 


Secondary Thl act 


8.4 


HUVEC IL-lbeta 


0.4 


Secondary Th2 act 


7.2 


HUVEC IFN gamma 


6.7 


Secondary Trl act 


11.4 


HUVEC TNF alpha + IFN 
gamma 


1.1 
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occoiiUciry nil ivoi 


3 1 .6 HUVEC TNF alpha + IL4 


1 .u 


Secondary Th2 rest 


13.7 HUVEC IL-11 


2.3 


Secondary Trl rest 


22.5 


Lung Microvascular EC 
none 


3.8 


Primary Thl act 


3.9 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


4.0 


Primary Th2 act 


14.6 


Microvascular Dermal EC 
none 


3.4 


Primary Trl act 


14.3 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


2.8 


Primary Thl rest 


69.7 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.9 


Primary Th2 rest 


44.1 


Small airway epithelium 
none 


0.2 


Primary Trl rest 


28.9 


Small airway epithelium 
TNFalpha+IL-lbeta 


1.2 


CD45RA CD4 
lynipnocyic dci 


3.2 


Coronerv arterv SMC rest 


0.0 


CD45RO CD4 

iympnocyie act 


12.3 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.3 


CD8 lymphocyte act 


8.7 


Astrocytes rest 


0.1 


Secondary CD8 
lymphocyte rest 


9.5 


Astrocytes TNFalpha + 
IL-lbeta 


0.1 


Secondary CD8 
lymphocyte act 


12.0 


KU-812 (Basophil) rest 


18.3 


CD4 lymphocyte none 


9 6 


KU-8 12 (Basophil) 
PMA/ionomycin 


14.9 


2ry Thl/Th2/Trl_anti- 

pnnc f TTi i 
L^JjyD Uri 1 1 


23.8 


CCD1 106 (Keratinocytes) 
none 


2.0 


LAK cells rest 


6.8 


CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 


11.7 


T A V /%c»11c TT 0 
J^/VTv CcllS YLrL 


21.2 


Liver cirrhosis 


DA 


CeilS .LL-Z~rLL- 1 z 


8.5 


Lupus kidney 




LAK cells IL-2+IFN 

gaJllilia 


12.2 


NCI-H292 none 


0.2 


LAK cells IL-2+IL- 18 


12.0 


NCI-H292 IL-4 


v.z 


LAK cells 
PMA/ionomycin 


1.8 


NCI-H292 IL-9 


0.2 


NK Cells DL-2 rest j 16.0 


NCI-H292 IL-13 


0.0 


Two Way MLR 3 day j 16.6 


NC1-H292 IrN gamma 


U.I 


Two Way MLR 5 day j 7.2 


HPAEC none 


*> O 

z.y 


Two Way MLR 7 day j 9.6 


HPAEC TNF alpha + IL-1 
beta 


2.8 


PBMC rest j 8.5 


Lung fibroblast none 


0.5 


PBMCPWM j 3.5 


Lung fibroblast TNF alpha 


0.6 
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+ IL-1 beta 






Lung fibroblast IL-4 j 0.1 


Ramos (B cell) none 


11.3 


Lung fibroblast IL-9 J 0.1 


Ramos (B cell) 
ionomycin 


5.6 


i^ung iiDroDiobi lltld 


n n 


B lymphocytes PWM 


6.2 


Lung fibroblast IFN 
gamma 




B lymphocytes CD40L 
andIL-4 


12.2 


Dermal fibroblast 
CCD 1070 rest 


i i 
1. 1 


EOL-1 dbcAMP 


0.1 


Dermal fibroblast 
CCD1070TNF alpha 


21.8 


EOL-1 dbcAMP 
sr ivi/\/ luiiuiiiyciii 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


1.0 


Dendritic cells none 


4.3 


Dermal fibroblast IFN 
gamma 


2.1 




1 4 

I .*t 


Jjermai tiDroDiast ll-4 


1 O 
l.O 


.L/C11UI lilt* l/Cllo cum 

CD40 


4.6 


IBD Colitis 2 


2.6 


Monocytes rest 


11.9 


IBD Crohn's 


5.5 


Monocytes LPS 


1.7 


Colon 


100.0 


Macrophages rest 


9.3 


Lung • 


5.9 


Macrophages LPS 


1.6 


Thymus 


37.9 


HUVEC none 


0.9 


Kidney 


24.7 


HUVEC starved 


1.7 







CNS_neurodegeneration_vl.O Summary: Ag3506/Ag3581 This panel confirms the 
expression of the CG59671-02 gene at significant levels in the brain in an independent group 
of individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. 



This gene is expressed at moderate levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord as observed in panel 
1 .4. Therefore, this gene may play a role in other central nervous system disorders such as, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression 

General_screening_panel_vl.4 Summary: Ag3506/Ag3581 Two experiments produce 
results that are in very good agreement. Highest expression of the CG59671-02 gene is 
observed in samples derived from melanoma cell lines (CTs=23-35). Thus, expression of this 
gene can be used in distinguishing these samples from other samples in the panel. In addition, 
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significant levels of expression of this gene are also associated with colon cancer, ovarian 
cancer, breast cancer, and lung cancer cell lines. Therefore, therapeutic modulation of the 
activity of this gene or its protein product might be beneficial in the treatment of these cancers. 

This gene is also expressed at low to moderate levels in a number of tissues with 
metabolic or endocrine function, including adipose, adrenal gland, gastrointestinal tract, 
pancreas, skeletal muscle and thyroid. Therefore, therapeutic modulation of the activity of this 
gene may prove useful in the treatment of endocrine/metabolically related diseases, such as 
obesity and diabetes. 

This gene is also expressed at high to moderate levels in all regions of the CNS 
examined. Please see Panel CNS_neurodegeneration_vl.O for discussion of utility of this gene 
in the central nervous system. 

Panel 4. ID Summary: Ag3581 Highest expression of the CG59671-02 gene is observed in 
the resting KU-812 sample (CT=29.18). In addition, high expression of this gene is detected in 
colon, lung, thymus and kidney. Therefore, therapies designed with the protein encoded for by 
this gene could be important in the treatment of inflammatory or autoimmune diseases that 
affect the kidney, lung and kidney including, asthma, allergies, lupus and glomerulonephritis. 
Expression of this gene is decreased in colon samples from patients with IBD colitis and 
Crohn's disease relative to normal colon. Therefore, therapeutic modulation of the activity of 
the protein encoded by this gene may also be useful in the treatment of inflammatory bowel 
disease. 

Expression of this gene appears to be down-regulated in activated primary and 
secondary Thl, Th2, and Trl cells. Also, TNF alpha stimulates the expression of this gene in 
resting dermal fibroblasts. Therefore, therapeutics designed with the protein encoded by this 
transcript could be important in regulating T cell function and treating diseases such as 
asthma, arthritis, psoriasis, IBD, and systemic lupus erythematosus. 

Panel 4D Summary: Ag3506 Highest expression of CG59671-02 is observed colon sample 
(CT=27.3). Overall, the expression pattern using this probe is in excellent agreement with 
results in panel 4. ID for Ag3581. Please see that panel for discussion of utility of this gene in 
inflammation. 



CC. CG56870-01:NDR3 
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Expression of gene CG56870-01 was assessed using the primer-probe set Ag2075, 
described in Table CCA. Results of the RTQ-PCR runs are shown in Tables CCB, CCC, CCD 
and CCE. Please note that CG56870-02 represents a full-length physical clone of the 
CG56870-01 gene, validating the prediction of the gene sequence. 



Table CCA . Probe Name Ag2075 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -catggatgaacttcaggatgtt-3 ' 


22 


70 


647 


Probe 


TET-5 1 -cagctcacagagatcaaaccacttct-3 ' - 
TAMRA 


26 


92 


648 


Reverse 


5 1 -tgacagtcaaagtcctggaagt-3 ' 


22 | 


141 


649 



Table CCB. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag2075, 

J\. (Ill IJAjJJiV* 


Tissue Name 


Rel. Exp.(%) Ag2075, 

Pun 10W1ft1 


Liver adenocarcinoma 


11.9 


Kidney (fetal) 


1.4 


Pancreas 


0.8 


Renal ca. 786-0 


3.5 


Pancreatic ca. CAP AN : 
2 


1.6 


Renal ca. A498 


12.9 


Acirenai giano 




*D A ** n 1 DVT Iftl 

Kenal ca. KXr 393 


1.5 


Thyroid 


1.8 


Renal ca. ACHN 


1.7 


Salivary gland 


1.2 


Renal ca.UO-31 


6.8 


Pituitary gland 


2.4 


Renal ca. TK- 10 


2.8 


Brain (fetal) 


3.2 


Liver 


0.4 


Brain (whole) 


25.2 


Liver (fetal) 


0.8 


Brain (amygdala) 


14.1 


Liver ca. 

(hepatoblast) HepG2 


6.7 


Brain (cerebellum) 


10.8 


Lung 


2.1 


Brain (hippocampus) 


39.8 


Lung (fetal) 


3.2 


Brain (substantia nigra) j 


2.7 


Lung ca. (small cell) 
LX-1 


4.1 


Brain (thalamus) 


12.4 


Lung ca. (small cell) 
NCI-H69 


3.8 


Cerebral Cortex 


100.0 


Lung ca. (s.cell var.) 
SHP-77 


3.8 


Spinal cord 


3.5 ' 


Lung ca. (large 
cell)NCI-H460 


0.6 


glio/astro U87-MG 


6.4 


Lung ca. (non-sm. 
cell) A549 


3.0 


glio/astroU-118-MG 


10.4 


Lung ca. (non-s.cell) 


7.7 
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NCI-H23 




astrocytoma SWl 783 


5.1 


Lung ca. (non-s.cell) 
HOP-62 


3.1 


neuro*; met SK-N-AS 


6.2 


Lung ca. (non-s.cl) 
NCI-H522 


6.3 


astrocytoma SF-539 


5.4 


Lung ca. (squam.) 

o w y\j\j 


1.4 


astrocytoma SNB-75 


6.7 


Lung ca. (squam.) 


1-4 


glioma SNB- 19 


3.1 


Mammary gland 


2.4 


glioma U251 


2.0 


Breast ca.* (pl.ef) 
MCF-7 


1.8 


glioma SF-295 


3.4 


Breast ca.* (pl.ef) 

lYLLr/\-lYLD-ZO i 


11.6 


Heart (fetal) 


6.7 


Dl Cool td. ypi.ttj 

T47D 


9.0 


Heart 


1.4 


Breast ca. BT-549 


4.8 


Slft^lptal tYtllCf*1f* ^fl»tSi1\ 
hJlVwlddl UiUol/lC' ^Ivlalf 


lO.u 




A 0 


Skeletal muscle 


0.7 


Ovary 


13.4 


Bone marrow 


0.9 


Ovarian ca. OVCAR- 
3 


1.8 


Thymus 


0.9 


Ovarian ca. OVCAR- 
4 


1.6 


Spleen 


3.7 


Ovanan ca. OVCAR- 
5 


1.8 


Lymph node 


1.9 


Ovanan ca. OVCAR- 
8 


4.9 


Colorectal 


3.3 


Ovanan ca. IGROV- 

i 
i 


1.6 


Stomach 


2.7 


KJvdlldll Ca. ^aaCllcSJ 

SK-OV-3 


5.8 


Oiiia.il liiivoliiic 




uicrus 


O A 


Colon ca. SW480 


10.4 


Placenta 


1.2 


Colon ca.* 

O VV VJ^V^O VV *tO\J Xllwl J 


3.7 


Prostate 


6.0 


Colon ca. HT29 


4.6 


Prostate ca.* (bone 


4.5 


Colon ca.HCT-1 16 


3.6 


Testis 


1.7 


Colon ca. CaCo-2 


10.3 


Melanoma 


3.8 


Colon ca. 
tissue(OD03866) 


3.2 


Melanoma* (met) 
Hs688flv> t 


4.4 


Colon ca. HCC-2998 | 


2.6 


Melanoma UACC-62 


1.4 


Gastric ca.* (liver met) 
NCI-N87 


3.1 


Melanoma M14 


1.8 
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Bladder 


0.8 


Melanoma LOX 

TMVT 

liVl V I 


3.3 


Trachea 


2.0 


Melanoma* (met) 
SK-MEL-5 


2.4 


Kidney 


1-3 


Adipose 


1.2 



Table CCC. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
174255357 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
174255357 


Normal Colon 


27.7 


Kidney Margin 
(OD04348) 


46.3 


Colon cancer 
(OD06064) 


52.9 


Kidney malignant 
cancer (OD06204B) 


19.2 


Colon Margin 
(OD06064) 


30.1 


Kidney normal adjacent 
tissue (OD06204E) 


14.3 


Colon cancer \ 
(OD06159) 


5.5 


Kidney Cancer 
(OD04450-01) 


66.0 


Colon Margin 
(OD06159) 


21.0 


Kidney Margin 
(OD04450-03) 


19.8 


Colon cancer 
(OD06297-04) j 


22.2 


Kidney Cancer 8120613 


3.0 


Colon Margin 
(OD06297-05) 


41.8 


Kidney Margin 
8120614 


11.0 


CC Gr.2 ascend colon 
(OD03921) 


A A 


Kidney cancer yu l ujzu 


o.o 


L-C Margin ({jiju jyz l ) 


0.7 


Kidney Margin 
9010321 


O *7 


Colon cancer metastasis 
(OD06104) 


111 
11.1 


Kidney cancer o lzUoU / 


JD.O 


Lung Margin 
(OD06104) 




Kidney Margin 
8120608 


13./ 


Colon mets to lung 
(OD04451-01) 


17.8 


Normal Uterus 


59.5 


Lung Margin 
(OD04451-02) 


9.3 


Uterine Cancer 064011 


9.7 


Normal Prostate 


51.4 


Normal Thyroid 


8.8 


Prostate Cancer 
(OD04410) 


23.0 


Thyroid Cancer 064010 


11.2 


Prostate Margin 1 
(OD04410) 


19.3 


Thyroid Cancer 
A302152 


17.9 


Normal Ovary 


22.8 j 


Thyroid Margin 
A302153 


5.5 


Ovarian cancer 


9.9 


Normal Breast 


33.2 
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\KJLJ\JOZoj-\Jj ) 








Ovarian Margin 


17.1 


Breast Cancer 

(UDU'OOOj 


8.5 


Ovarian Cancer 064008 


18.0 


Breast Cancer 1024 


36.1 


Ovarian cancer 
(OD06145) 


6.6 


Breast Cancer 
(OD04590-01) 


18.4 


Ovarian Margin 
(OD06145) 


12.5 


Breast Cancer Mets 
(OD04590-03) 


31.9 


Ovarian cancer 
(OD06455-03) 


14.7 


Breast Cancer 
Metastasis (OD04655- 
US) 


45.4 


Ovarian Margin 

(\-/JJU04^D-U / ) 


21.8 


Breast Cancer 064006 


11.5 


Normal Lung 


21.9 


Breast Cancer 9100266 


20.9 


Invasive poor diff. lung 
adeno (ODO4945-01 


17.6 


Breast Margin 9100265 


35.1 


Lung Margin 
(ODO4945-03) 


12.2 


Breast Cancer A209073 


9.7 


Lung Malignant Cancer j 
(OD03126) 


8.7 


Breast Margin 
A2090734 


22.2 


Lung Margin j 
(OD03126) 


7.4 


Breast cancer 
(OD06083) 


100.0 


Lung Cancer 
(UJJIOU14A) 


9.9 


Breast cancer node 
metastasis (UDUoUoJ) 


63.7 


Lung Margin 


21.8 


Normal Liver 


9.9 


Lung cancer (OD06081) I 


5.1 


Liver Cancer 1026 


5.6 


Lung Margin 
(OD06081) 


7.9 


Liver Cancer 1025 


13.5 


Lung Cancer 
(OD04237-01) 


17.4 


Liver Cancer 6004-T 


4.8 


Lung Margin 
(OD04237-02) 


24.0 


Liver Tissue 6004-N 


9.3 


Ocular Melanoma 
ivieiosiosis 


9.7 


Liver Cancer 6005 -T 


15.7 


Ocular Melanoma 
Margin (Liver) 


4.6 


Liver Tissue 6005-N 


20.4 


Melanoma Metastasis 


1 n o 

ly.o 


T lorn*. /"^««nA«> (\£L A AA1 

Liver Cancer Uo4UU3 


10.7 


Melanoma Margin 
(Lung) 


21.6 


Normal Bladder 


8.0 


Normal Kidney 


11.0 


Bladder Cancer 1023 


10.5 


Kidney Ca, Nuclear 
grade 2 (OD04338) ! 


37.6 


Bladder Cancer 
A302173 


17.3 


Kidney Margin 
(OD04338) 


22.1 


Normal Stomach 


37.9 



904 



WO 02/072757 



PCT/US02/06908 



Kidney Ca Nuclear 
grade 1/2 (OD04339) 


21.6 


Gastric Cancer 9060397 


11.1 


Kidney Margin 
(OD04339) 


12.9 


Stomach Margin 
9060396 


20.6 


Kidney Ca, Clear cell 
type (OD04340) 


6.5 


Gastric Cancer 9060395 


22.7 


Kidney Margin 
(OD04340) 


18.4 


Stomach Margin 
9060394 


36.1 


Kidney Ca, Nuclear 
grade 3 (OD04348) [ 


12.9 ! 


Gastric Cancer 064005 


8.1 



Table CCD. Panel 3D 



Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


Daoy- Medulloblastoma 


6.7 


Ca Ski- Cervical epidermoid 
carcinoma (metastasis) 


50.3 


TE67 1 - Medulloblastoma 


9.0 


ES-2- Ovarian clear cell 
carcinoma 


13.9 


D283 Med- 
Medulloblastoma 


35.4 


Ramos- Stimulated with 
PMA/ionomycin 6h 


2.7 


PFSK-1- Primitive 
Neuroectodermal 


15.4 


Ramos- Stimulated with 
PMA/ionomycin 14h 


3.3 


XF-498- CNS 


4.4 


MEG-01- Chronic 
myelogenous leukemia 
(megokaryoblast) 


3.4 


SNB-78- Glioma 


23.3 


Raji- Burkitt's lymphoma 


3.7 


SF-268- Glioblastoma 


13.6 


Daudi- Burkitt's lymphoma 


6.5 


T98G- Glioblastoma i 


18.6 


U266- B-cell plasmacytoma 


8.4 


SK-N-SH- 

Neuroblastoma 

(metastasis) 


17.0 


CA46- Burkitt's lymphoma 


7.2 


SF-295- Glioblastoma 


8.4 


RL- non-Hodgkin's B-cell 
lymphoma 


3.5 


Cerebellum 


74.7 


JM1- pre-B-cell lymphoma 


3.1 


Cerebellum 


62.4 


Jurkat- T cell leukemia 


11.6 


NCI-H292- 
Mucoepidermoid lung 
carcinoma 


45.7 


TF-1- Erythroleukemia 


13.4 


DMS-114- Small cell 
lung cancer 


10.9 


HUT 78- T-cell lymphoma 


10.0 


DMS-79- Small cell lung ! 
cancer 


100.0 


U937- Histiocytic lymphoma 


18.2 


NCI-H146- Small cell 


30.6 


KU-8 12- Myelogenous 


6.0 



905 



WO 02/072757 



PCT/US02/06908 



lung cancer 




leukemia 




NCI-H526- Small cell 
lung cancer 


57.4 


769-P- Clear cell renal 
carcinoma 


11.3 


NCI-N417- Small cell 
lung cancer 


15.2 


Caki-2- Clear cell renal 
carcinoma 


10.4 


NCI-H82- Small cell 
lung cancer 


36.9 


SW 839- Clear cell renal 
carcinoma 


2.2 


NCI-H157- Squamous 
cell lung cancer 
(metastasis) 


51.1 


G401- Wilms' tumor 


6.2 


NCI-HI 155- Large cell ] 
lung cancer j 


26.6 


Hs766T- Pancreatic 
carcinoma (LN metastasis) 


42.9 


NCI-H1299- Large cell j 
lung cancer 


44.4 


CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 


5.0 


NCI-H727- Lung 
carcinoid 


47.0 


SU86.86- Pancreatic 
carcinoma (liver metastasis) 


28.1 


NCI-UMC-ll-Lung 
carcinoid 


60.3 


BxPC-3- Pancreatic 
adenocarcinoma 


6.3 


LX-1- Small cell lung 
cancer 


23.5 


HPAC- Pancreatic 
adenocarcinoma 


7.4 


Colo-205- Colon cancer 


29.5 


MIA PaCa-2- Pancreatic 
carcinoma 


3.6 


KM 12- Colon cancer 


24.0 


CFPAC-1- Pancreatic ductal 
adenocarcinoma 


40.9 


KM20L2- Colon cancer 


8.4 


PANC-1- Pancreatic 
epithelioid ductal carcinoma \ 


20.9 


NCI-H716- Colon cancer 


23.3 


T24- Bladder carcinma j 
(transitional cell) 


13.1 


SW-48- Colon 
adenocarcinoma 


27.0 


5637- Bladder carcinoma 


11.0 


SW111 6- Colon 
adenocarcinoma 


10.0 : 


Ht- 1 197- Bladder carcinoma 


9.2 


LS 174T- Colon 
adenocarcinoma 


9.9 


UM-UC-3- Bladder carcinma 
(transitional cell) 


7.2 


SW-948- Colon 
adenocarcinoma 


1.1 


A204- Rhabdomyosarcoma 


7.0 


SW-480- Colon 
adenocarcinoma 


8.8 


HT-1080- Fibrosarcoma 


16.6 


NCI-SNU-5- Gastric 
carcinoma 


7.2 


MG-63- Osteosarcoma 


16.7 


KATO in- Gastric 


32.8 


SK-LMS-1- Leiomyosarcoma 


26.4 


NCI-SNU-16- Gastric 
carcinoma 


13.6 


SJRH30- Rhabdomyosarcoma 
(met to bone marrow) 


16.8 


NCI-SNU-1- Gastric 


16.0 


A431- Epidermoid carcinoma 


9.8 
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carcinoma 








RF-1- Gastric 
adenocarcinoma 


2.1 


WM266-4- Melanoma 


12.0 


RF-48- Gastric 
adenocarcinoma 


4.0 


DU 145- Prostate carcinoma 
(brain metastasis) 


0.1 


MKN-45- Gastric 
carcinoma 


28.7 


MDA-MB-468- Breast 
adenocarcinoma 


14.7 


NCI-N87- Gastric 
carcinoma 


13.3 


SCC-4- Squamous cell 
carcinoma of tongue 


0.9 


OVCAR-5- Ovarian 
carcinoma 


2.6 


SCC-9- Squamous cell 
carcinoma of tongue 


0.3 


RL95-2- Utenne 
carcinoma 


7.2 


SCC-15- Squamous cell 
carcinoma of tongue 


0.5 


HelaS3- Cervical 
adenocarcinoma 


13.4 


CAL 27- Squamous cell 
carcinoma of tongue 


21.2 



Table CCE. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
152787491 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
152787491 


Secondary Thl act 


46.3 


HUVEC IL-lbeta 


25.0 


Secondary Th2 act 


39.2 


HUVEC IFN gamma 


33.0 


Secondary Trl act 


31.9 


HUVEC TNF alpha + IFN ! 
gamma 


13.1 


Secondary Thl rest 


11.7 


HUVEC TNF alpha + IL4 j 


20.7 


Secondary Th2 rest 


13.9 


HUVEC IL-11 


20.0 


Secondary Trl rest 


21.6 


Lung Microvascular EC 
none 


22.7 


Primary Thl act 


30.1 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


15.0 


Primary Th2 act 


39.2 


Microvascular Dermal EC 
none 


26.8 


Primary Trl act 


54.7 


Microsyasular Dermal EC 
TNFalpha + IL-lbeta 


16.6 


Primary Thl rest 


84.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


4.9 


Primary Th2 rest 


48.6 


Small airway epithelium 
none 


19.9 


Primary Trl rest 


39.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


72.7 


CD45RA CD4 
lymphocyte act 


21.8 


Coronery artery SMC rest 


27.9 


CD45RO CD4 
lymphocyte act 


33.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


19.6 
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CD8 lymphocyte act 


25.5 


Astrocytes rest 


26.4 


Secondary CD8 
lymphocyte rest 


21.5 


Astrocytes TNFalpha + 
IL-lbeta 


13.2 


Secondary CD8 
lymphocyte act 


29.3 


KU-812 (Basophil) rest 


6.3 


CD4 lymphocyte none 


12.7 


KU-8 12 (Basophil) 
PMA/ionomycin 


16.0 


2ry Thl/Th2/Trl_anti- 


N 25.5 


CCD 1 106 (Keratinocytes) 
none 


46.0 


LAK cells rest 


26.1 


y^K^LJ 1 1 uo ^lvcrdiinocyics ) 
TNFalpha + IL-lbeta 


4.3 


T Alf r^llc TT 9 
.u/yiv ceiis ±.Lrz 


in f\ 


i^iver cirrnosis 


9 7 

Z. / 


T Alf nf xU c TT 9+TT 19 
i^/\JV CcllS LU"Z ^ 1JL- 1 Z 


1 0.Z 


iwupus Kianey 


i n 


LAK cells IL-2+IFN 
gamma 


31.0 


NCI-H292 none 


76.8 


T Alf r^llc TT 94- TT -1 R 
Iw/VIV QCUS IL-r-Z > ILj 1 o 


11 9 


tjr*T T-T9Q9 TT A 


OA A 


i^/\JV ecus 

PMA/ionomycin 


9.5 


NCI-H292 IL-9 


97.3 


NK Cells IL-2 rest 


37.4 


NCI-H292 IL-13 


59.5 


Tu/a Wflu NAT T? 1 {\a\r 
i wo w dy ivii^is. j udy 


OA 0 


XTPT-Pf909 TPM aamma 

iNv^i-rizz/z iriN gamma 


J 1 .0 


iwu w ay ivii-fiv j tidy 


91 0 

ZJ.U 


ixr/vcv/ none 


91 1 
Z J.J 


Two Way MLR 7 day 


19.6 


HPAEC TNF alpha + IL-1 
beta 


15.8 


-toiviu resx 


11/1 

1 1 .4 


Lung fibroblast none 


10/1 


PBMC PWM 


72.2 


idling iioroDiasi lisr aipna 
+ IL-l beta 


12.0 


DDUP PXJ A T 


11 0 

JJ.7 


lAing iiDrouiasi i.Lr-4 


1^ Q 
JJ.O 


Ramos (B cell) none 


19.6 


Lung fibroblast IL-9 


25.5 


Ramos (B cell) 
ionomycin 


100.0 


Lung fibroblast IL-13 


18.7 


B lymphocytes PWM 


81.8 


Lung fibroblast EFN 
gamma 


38.4 


B lymphocytes CD40L 
and IL-4 


42.3 


Dermal fibroblast 
CCD1070 rest 


48.0 


EOL-1 dbcAMP 


23.7 


Dermal fibroblast 
CCD1070 TNF alpha 


83.5 


EOL-1 dbcAMP 

r ivi/v ionomycin 


13.5 


Dermal fibroblast 

rpni H7H TT 1 Koto 

v^L/iu/u H--1 oeia 


13.6 


Dendritic cells none 


20.9 


Dermal fibroblast IFN 

gamma 


13.1 


Dendritic celk T PS 


1 1 5 


Dfrnuil fiHrohljwt TT -A 




Dendritic cells anti- 
CD^ 


23.2 


IBD Colitis 2 


1.8 


Monocytes rest 


19.2 


IBD Crohn's 


2.4 
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Monocytes LPS J 


6.5 


Colon 


26.8 


Macrophages rest j 


36.1 


Lung 


21.3 


Macrophages LPS j 


13.3 


Thymus 


41.5 


HUVEC none j 


37.6 


Kidney 


24.3 


HUVEC starved j 


58.6 







Panel 1.3D Summary: Ag2075 Highest expression of the CG56870-01 gene is detected in 
the cerebral cortex (CT=24.2). Thus expression of this gene can be used in distinguishing this 
sample from other samples in the panel. Furthermore, significant expression of this gene is 
observed throughout the CNS, including in amygdala, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. The CG56870-01 gene encodes an Ndr3 homolog which is a 
putative member of Ndr family. This family consists of proteins from different gene families: 
Ndr 1 /RTP/Drg 1 /NDRG 1 , Ndr2, and Ndr3 (PFAM: IPR004142). NDRG1 is. a cytoplasmic 
protein involved in stress responses, hormone responses, cell growth, and differentiation. 
Mutation of this gene was reported to be causative for hereditary motor and sensory 
neuropathy-Lorn. Recently, NDRG4, another memember of Ndr family, was shown to be 
expressed in neurons of the brain and spinal cord. Its expression was markedly decreased in 
the brain of Alzheimer's disease patient (Zhou et al., 2001). Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

This gene also has moderate levels of expression in adipose, adrenal, thyroid, liver, 
heart, thyroid and skeletal muscle. Thus, this gene product may be important in the 
pathogenesis, diagnosis and/or treatment of metabolic and endocrine disease, including Types 
1 and 2 diabetes and obesity. 

In addition, there appears to be substantial expression in other samples derived from 
breast cancer cell lines, lung cancer cell lines, renal cancer cell lines and colon cancer cell 
lines. Thus, therapeutic modulation of this gene could be of benefit in the treatment of breast, 
lung, renal or colon cancer. 

References: 

1. Zhou RH, Kokame K, Tsukamoto Y, Yutani C, Kato H, Miyata T. (2001) 
Characterization of the human NDRG gene family: a newly identified member, NDRG4, is 
specifically expressed in brain and heart. Genomics 73(l):86-97 
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Ag2075 The expression of this gene appears to be highest in a sample derived from a 
normal brain tissue. In addition, there appears to be substantial expression in other samples 
derived from breast cancer cell lines, lung cancer cell lines, renal cancer cell lines and colon 
cancer cell lines. Thus, the expression of this gene could be used to distinguish normal brain 
tissue from other samples in the panel. Moreover, therapeutic modulation of this gene could be 
of benefit in the treatment of breast, lung, renal or colon cancer. 

Panel 2.2 Summary: Ag2075 Highest expression of CG56870-01 is detected in breast cancer 
sample (CT=29.89). Thus expression of this gene can be used in distinguishing this sample 
from other samples in the panel. In addition, there appears to be substantial expression in other 
samples derived from breast cancers, kidney cancers and colon cancers. Therefore, therapeutic 
modulation of this could be of benefit in the treatment of breast, kidney or colon cancer. 

Panel 3D Summary; Ag2075 The expression of this gene appears to be highest in a sample 
derived from a lung cancer cell line (DMS-79)(CT=26.4). In addition, there appears to be 
substantial expression in other samples derived from pancreatic cancer cell lines, lung cancer 
cell lines, brain cancer cell lines and cervical cancer cell lines. Thus, the expression of this 
gene could be used to distinguish DMS-79 cells from other samples in the panel. Moreover, 
therapeutic modulation of this gene could be of benefit in the treatment of pancreatic, lung, 
brain or cervical cancer. 

Panel 4D Summary: Ag2075 Expression of the CG56870-01 gene is ubiquitous througout 
this panel, with highest in samples derived from ionomycin treated Ramos (B cell) cells 
(CT=26.1). Furthermore, expression of this gene is also detected in PWM treated PBMC cells 
and PWM treated B lymphocytes. Therefore, therapeutic modulation of the expression or 
function of this gene may reduce or eliminate the symptoms in patients with autoimmune and 
inflammatory diseases in which B cells play a part in the initiation or progression of the 
disease process, such as systemic lupus erythematosus, Crohn's disease, ulcerative colitis, 
multiple sclerosis, chronic obstructive pulmonary disease, asthma, emphysema, rheumatoid 
arthritis, or psoriasis. 

CD. CG56870-04: N-myc downstream-regulated gene 3 

Expression of gene CG56870-04 was assessed using the primer-probe sets Ag5279 and 
Ag2075, described in Tables CDA and CDB. Results of the RTQ-PCR runs are shown in 
Tables CDC, CDD, CDE, CDF, CDG, CDH and CDI. 
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PrimersJ Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forwardj5 • -aggctgtgatggcggact-3 ' 


18 


873 


650 


d nU jTET-5 ' -ttcagcctgggaagttcaccgaggcc- 
rrooe j 3 , _ TAMRA 


26 


912 


651 


Reverse ]s • -gccgagtcatgctggcagat-3 ' 


20 


973 


652. 



Table CDB . Probe Name Ag2075 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -catggatgaacttcaggatgtt-3 ' 


22 


70 


653 


Probe 


TET-5 • -cagctcacagagatcaaaccacttct-3 1 - 
TAMRA 


26 


92 


654 


Reverse 


5 ' -tgacagtcaaagtcctggaagt-3 ' 


22 | 


141 


655 



Table CDC . CNS_neurodegeneration_vl.O 



Tissue Name 


ReL Exp.(%) Ag5279, 
Run 230512909 


| Tissue Name 


Rel. Exp.(%) Ag5279, 
Run 230512909 


AD 1 Hippo 


7.7 


Control (Path) 3 
jTemporal Ctx 


1.0 


AD 2 Hippo 


8.4 


Control (Path) 4 
jTemporal Ctx 


13.2 


AD 3 Hippo 


3.4 


jAD 1 Occipital Ctx 


7.2 


AD 4 Hippo 


2.8 


AD 2 Occipital Ctx 
j(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


2.1 


AD 6 Hippo 


32.8 


jAD 4 Occipital Ctx 


13.1 


Control 2 Hippo 


32.3 


jAD 5 Occipital Ctx 


15.6 


Control 4 Hippo 


2.7 


jAD 6 Occipital Ctx 


54.7 


Control (Path) 3 
Hippo 


1.2 


jControl 1 Occipital 
Ctx 


1.1 


AD 1 Temporal Ctx 


6.4 


jControl 2 Occipital 
jctx 


81.2 


AD 2 Temporal Ctx 


17.1 


jControl 3 Occipital 
jctx 


8.1 


AD 3 Temporal Ctx 1 


2.3 


jControl 4 Occipital 
JCtx 


2.5 


AD 4 Temporal Ctx 


8.7 


Control (Path) 1 
(Occipital Ctx 


66.0 


AD 5 Inf Temporal 
Ctx 


79.0 


Control (Path) 2 
jOccipital Ctx 


5.6 
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ajj ,) aup lemporai 
Ctx 


6.4 


Control (Path) 3 
Occipital Ctx 


1.5 


AD o ml lemporai 
Ctx 


25.7 


Control (Path) 4 
Occipital Ctx 


7.6 


AL> o bup i emporai 
Ctx 


24.1 


Control 1 Panetal 
Ctx 


2.4 


control l lemporai 
Ctx 


2.0 


Control 2 Parietal 
Ctx 


10.7 


Control 2 Temporal 

Ctx j 


41.2 


Control 3 Parietal 
Ctx 


16.6 


Control 3 Temporal 
Ctx 


4.6 


Control (Path) 1 i 
Parietal Ctx 


75.3 


control 4 1 emporai 
Ctx 


2.7 


Control (Path) 2 
Parietal Ctx j 


13.7 


Control (Vaih) 1 
Temporal Ctx 


35.4 


control ^.rauij j 
Parietal Ctx 


1.6 


Control (Path) 2 
Temporal Ctx 


27.7 


Control (Path) 4 
Parietal Ctx 


19.3 



Table CDD . General_screening_panel_vl.5 



Tissue Name 


Rel. Exp.(%) Ag5279, 
Run 230509998 


Tissue Name 


Rel. Exp.(%) Ag5279, 
Run 230509998 


Adipose 


1.3 


Renal ca. TK-10 


9.2 


Melanoma* 
Hs688(A).T 


7.6 


Bladder 


2.4 


Melanoma* 
Hs688(B).T 


8.0 


Gastric ca. (liver met.) 
NCI-N87 


8.7 


Melanoma* M14 


12.2 


Gastric ca. KATO III 


21.8 


Melanoma* 
LOXIMVI 


13.8 


Colon ca. SW-948 


4.6 


Melanoma* SK- 
MEL-5 


8.2 


Colon ca. SW480 


14.1 


Squamous cell j 
carcinoma SCC-4 


6.5 


Colon ca* (SW480 
met) SW620 


10.4 


Testis Pool 


8.2 


Colon ca. HT29 


12.3 


Prostate ca.* (bone 
met) PC-3 


2.3 


Colon ca. HCT-116 


12.2 


Prostate Pool 


6.2 


Colon ca. CaCo-2 


17.8 


Placenta 


3.5 


Colon cancer tissue 


4.9 


Uterus Pool 


1.4 


Colon ca. SW1116 


2.6 


Ovarian ca. 
OVCAR-3 


8.8 j 


Colon ca. Colo-205 


7.3 


Ovarian ca. SK-OV- 
3 


20.4 


Colon ca. SW-48 


5.9 
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Ovarian ca. 
OVCAR-4 


5.6 


Colon Pool 


5.1 


Ovarian ca. 
OVCAR-5 


10.9 


Small Intestine Pool 


3.9 


Ovanan ca. IGROV- 

i 
i 


6.0 


Stomach Pool 


2.3 


L/ Van all Ca. 

OVCAR-8 


5.5 


Bone Marrow Pool 


1-5 


Ovary 


^ 7 

J. I 


reiai neari 


7 ^ 


isreasi ca. JMCr-/ 




riean r ooi 


7 1 
J.J 


Breast ca. MDA- 
MB-231 


23.0 


Lymph Node Pool 


5.1 


Breast ca. BT 549 


21.9 


Fetal Skeletal Muscle 


3.1 


Breast ca. T47D 


10.6 


Skeletal Muscle Pool 


4.0 


t>reasi ca. jvll/a-in 


D.o 


opieen rooi 


7 7 


Breast Pool 


5.9 


Thymus Pool 


2.9 


Trachea 


5.0 


CNS cancer (glio/astro) 
U87-MG 


20.4 


Lung 


2.5 


CNS cancer (glio/astro) 
U-118-MG 


16.8 


Fetal Lung 


8.7 


CNS cancer 
(neuro;met) SK-N-AS 


10.7 


Lung ca.NCI-N417 


3.7 


CNS cancer (astro) SF- 
539 


7.0 


Lungca. LX-1 


12.1 


CNS cancer (astro) 
SNB-75 


21.3 


Lung ca. NCI-H146 


5.8 


CNS cancer (glio) 

cxfP 1Q 


5.8 


Lung ca. SHP-77 


7.9 


uiNo cancer ^gnoj or- 
295 


12.2 


Lung ca. A549 


14.1 


Brain (Amygdala) Pool 


19.3 


T iino r»Q MPT 14^7^ 


J. 1 


rsrain ^cereDeiiumj 


1 fid A 


T lino MPT WOI 

i^ung ca. iN^i-rizo 


11./ 


Drain /fat**]\ 

tsrain ^ietai ) 


zu.u 


Lung ca. NCI-H460 


2.9 


Brain (Hippocampus) 

rOOl 


17.4 


LrUng ca. rnjr-oz 




i^ereorai i^onex rooi 


7Q 7 


Lung ca. NCI-H522 


13.6 


oram ^ouosianua nigra j 
Pool 


17.9 


Liver 


0.5 


Brain (Thalamus) Pool 


34.2 


Fetal Liver 


3.2 


Brain (whole) 


46.3 


Liver ca. HepG2 


5.3 


Spinal Cord Pool 


9.5 


Kidney Pool 


7.1 


Adrenal Gland 


11.8 


Fetal Kidney 


5.7 


Pituitary gland Pool 


2.9 


Renal ca. 786-0 


6.3 


Salivary Gland 


3.5 
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Renal ca. A498 j 


11.0 


(Thyroid (female) j 


2.0 


Renal ca. ACHN j 


6.0 


jPancreatic ca. CAPAN2j 


5.6 


Renal ca.UO-31 j 


8.0 


jPancreas Pool \ 


6.2 



Table CPE. Panel 1.3D 



Tissue Name 


Rel. Exp.(%) Ag2075, 

Pun lOIWft? 


Tissue Name 


Rel. Exp.(%) Ag2075, 

Pun 101^70? 


Liver aUcnuudJLuiunia 


1 1 Q 




1 4 

X .*+ 


Pancreas 


0.8 


Renal ca. 786-0 


3.5 


Pancreatic ca. CAP AN 


1.6 


Renal ca. A498 


12.9 




2 4 


Renal ca RXF 393 


1 < 


Thyroid 


1.8 


Renal ca. ACHN 


1.7 


Salivary gland 


1.2 


Renal ca. UO-31 


6.8 


Pituitary gland 


2.4 


Renal ca.TK-10 


2.8 


Brain (fetal) 


3.2 


Liver 


0.4 


Brain (whole) 


25.2 


Liver (fetal) 


0.8 


Brain (amygdala) 


14.1 


Liver ca. 

(hepatoblast) HepG2 


6.7 


Brain (cerebellum) 


10.8 


Lung 


2.1 


Brain (hippocampus) 


39.8 


Lung (fetal) 


3.2 


Brain (substantia nigra) 


2.7 


Lung ca. (small cell) 
LX-1 


4.1 


Brain (thalamus) 


12.4 


Lung ca. (small cell) 
NCI-H69 


3.8 


Cerebral Cortex 


100.0 


Lung ca. (s.cell var.) : 
SHP-77 


3.8 


Spinal cord 


3.5 


Lung ca.. (large 
cell)NCI-H460 


0.6 


glio/astro U87-MG 


6.4 


Lung ca. (non-sm. 
cell)A549 


3.0 


glio/astro U- 1 1 8-MG 


10.4 


Lung ca. (non-s.cell) 
NCI-H23 


7.7 


astrocytoma SW1 783 


5.1 


Lung ca. (non-s.cell) 
HOP-62 


3.1 


neuro*; met SK-N-AS 


6.2 


Lung ca. (non-s.cl) 
NCI-H522 


6.3 


astrocytoma SF-539 


5.4 


Lung ca. (squam.) 
SW 900 


1.4 


astrocytoma SNB-75 


6.7 


Lung ca. (squam.) 
NCI-H596 


1.4 


glioma SNB-19 


3.1 


Mammary gland 


2.4 


glioma U251 


2.0 


Breast ca.* (pl.ef) 


1.8 
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MCF-7 




glioma SF-295 


3.4 


Breast ca.* (pl.ef) 

AyTH A TV/TD Oil 

MDA-IVLd-z J 1 


11.6 


Heart (fetal) 


6.7 


tsreasi ca. yji.ey 
T47D 


9.0 


Heart 


1.4 


Breast ca. BT-549 


4.8 


OlvClvlal HlUol/lC ^lvlalj 


lo.v 


Breast ca. MDA-N 


A 1 


Skeletal muscle 


0.7 


Ovary 


13.4 


Bone marrow 


0.9 


Ovarian ca. OVCAR- 
3 


1.8 


Thymus 


0.9 


Ovarian ca. OVCAR- 
4 


1.6 


Spleen 


3.7 


Ovarian ca. OVCAR- 
5 


1.8 


Lymph node 


1.9 


Ovarian ca. OVCAR- 
8 


4.9 


Colorectal 


- ^ jOvarian ca. IGROV- 
|l 


1.6 


Stomach 


2 7 Ovarian ca.* (ascites) 

iCV C\\T 1 

pK-UVo 


5.8 


Olllall UlLCollIlC 


2.5 jUterus 


1 A 

LA 


Colon ca. SW480 


10.4 jPlacenta 


1.2 


Colon ca.* 


3.7 Jprostate 


6.0 


Colon ca. HT29 


4 fi jProstate ca.* (bone 
|met)PC-3 


4.5 


Colon ca.HCT-1 16 


3.6 |Testis 


1.7 


Colon ca. CaCo-2 


* ft ~ jMelanoma 
]Hs688(A).T 


3.8 


Colon ca. 


~ ^ jMelanoma* (met) 
Hs688(B).T 


4.4 


Colon ca. HCC-2998 


2.6 jMelanoma UACC-62 


1.4 


Gastric ca* (liver met) \ 
NCI-N87 | 


3 . 1 jMelanoma M 1 4 


1.8 


Bladder 


n Q jMelanoma LOX 
0,8 jlMVI 


3.3 


Trachea 


1 n [Melanoma* (met) 
jSK-MEL-5 


2.4 


Kidney 


1.3 jAdipose 


1.2 



Table CDF . Panel 2.2 



Tissue Name 



Rel. Exp.(%) 
Ag2075, Run 
174255357 



Tissue Name 



Rel. Exp.(%) 
Ag2075, Run 
174255357 
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Normal Colon 


27.7 


Kidney Margin 
(OD04348) 


46.3 


Colon cancer 
(OD06064) 


52.9 


Kidney malignant 
cancer (OD06204B) 


19.2 


Colon Margin 
(OD06064) 


30.1 


Kidney normal adjacent 
tissue (OD06204E) 


14.3 


Colon cancer 
(OD06159) 


5.5 


Kidney Cancer 
(OD04450-01) 


66.0 


Colon Margin 
(OD06159) 


21.0 


Kidney Margin 
(OD04450-03) 


19.8 


Colon cancer 
(OD06297-04) 


22.2 


Kidney Cancer 8120613 


3.0 


Colon Margin 
(OD06297-05) 


41.8 


Kidney Margin 
8120614 


11.0 


CC Gr,2 ascend colon 
(OD03921) 


4.0 


Kidney Cancer 9010320 


6.8 


CC Margin (OD03921) 


6.7 


Kidney Margin 
9010321 


9.7 


Colon cancer metastasis 
(OD06104) 


11.1 


Kidney Cancer 8120607 


35.6 


Lung Margin 
(OD06104) 


42.6 


Kidney Margin 
8120608 


13.7 


Colon mets to lung 


17.8 


Normal Uterus 


59.5 


Lung Margin 


9.3 


Uterine Cancer 064011 


9.7 


Normal Prostate 


51.4 


Normal Thyroid 


8.8 


Prostate Cancer 
(OD04410) 


23.0 


Thyroid Cancer 064010 ! 


11.2 


Prostate Margin 
(OD04410) 


19.3 


Thyroid Cancer 
A302152 


17.9 


Normal Ovary 


22.8 


Thyroid Margin 
A302153 


5.5 


Ovanan cancer ] 


9.9 


Normal Breast 


33.2 


Ovarian Margin 
fOD06283-07^ 


17.1 \ 


Breast Cancer 


8.5 


Ovarian Cancer 064008 


18.0 


Breast Cancer 1024 


36.1 


Ovarian cancer 
(OD06145) 


6.6 


Breast Cancer 
(OD04590-01) 


18.4 


Ovarian Margin 


12.5 


Breast Cancer Mets 

/nnn/fcon f\i\ 


31.9 


Ovarian cancer 
(OD06455-03) 


14.7 


Breast Cancer 
Metastasis (OD04655- 
05) 


45.4 
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Ovarian Margin 

\\JLJ\JO £ tJ J-\J f ) 


21.8 


Breast Cancer 064006 


11.5 


Normal Lung 


21.9 


Breast Cancer 9100266 


20.9 


Invasive poor diff. lung 
adeno(ODO4945-01 


17.6 


Breast Margin 9100265 


35.1 


Lung Margin 
(ODO4945-03) 


12.2 


Breast Cancer A209073 


9.7 


Lung Malignant Cancer 
(OD03126) 


8.7 


Breast Margin 
A2090734 


22.2 


Lung Margin 
(OD03126) 


7.4 


Breast cancer 
(OD06083) 


100.0 


Lung Cancer 


9.9 


Breast cancer node 

UlGlaSulSlS ^VJjL/UOUo J ) 


63.7 


Lung Margin 

\yJLJVJ\J 1 HD ) 


21.8 


Normal Liver 


9.9 


Lung cancer (OD06081) 


5.1 


Liver Cancer 1026 


5.6 


Lung Margin 
(OD06081) 


7.9 


Liver Cancer 1025 


13:5 


Lung Cancer 
(OD04237-01) 


17.4 


Liver Cancer 6004-T 


4.8 


Lung Margin 
(OD04237-02) 


24.0 j 


Liver Tissue 6004-N 


9.3 


Ocular Melanoma 

lVlClaMaMo 


9.7 


Liver Cancer 6005-T 


15.7 


Ocular Melanoma 
xvxdrgin ^.L/ivcrj 


4.6 ! 


Liver Tissue 6005-N 


20.4 


IVlClallUJTla IVIClddlaSlb 


1 Q 8 

17.8 


T u;pr Patippr (\&Af\CVX 

L>ivcr cancer uutVUj 


i n 7 

1U. / 


Melanoma Margin 
i^ungj 


21.6 


Normal Bladder 


8.0 


Normal Kidney 


11.0 


Bladder Cancer 1023 


10.5 


Kidney Ca, Nuclear 
grade2(OD04338) 


37.6 


Bladder Cancer 
A302173 


17.3 


Kidney Margin | 
(OD04338) 


22.1 


Normal Stomach 


37.9 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


21.6 


Gastric Cancer 9060397 


11.1 


Kidney Margin 
(OD04339) 


12.9 


Stomach Margin 
9060396 


20.6 


Kidney Ca, Clear cell 
type (OD04340) 


6.5 


Gastric Cancer 9060395 


22.7 


Kidney Margin 
(OD04340) j 


18.4 


Stomach Margin 
9060394 


36.1 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


12.9 


Gastric Cancer 064005 


8.1 



917 



WO 02/072757 
Table CDG. Panel 3D 



PCT/US02/06908 



Tissue Name 


Rel.Exp.(%) 
Ag2075, Run 
164750734 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
164750734 


Daoy- Medulloblastoma 


6.7 


Ca Ski- Cervical epidermoid 
carcinoma (metastasis) 


50.3 


TE671- Medulloblastoma 


9.0 


ES-2- Ovarian clear cell 
carcinoma 


13.9 


D283 Med- 
Medulloblastoma 


IS A 


Ramos- Stimulated with 
PMA/ionomycin 6h 


i. 1 


PFSK-1- Primitive 
Neuroectodermal 


15.4 


Ramos- Stimulated with 
PMA/ionomycin 14h 


3.3 


XF-498- CNS 


4.4 


MEG-01- Chronic 
myelogenous leukemia 
(megokaryoblast) 


3.4 


SNB-78- Glioma 


23.3 


Raji- Burkitt f s lymphoma 


3.7 


SF-268- Glioblastoma 


13.6 


Daudi- Burkitt r s lymphoma 


6.5 


T98G- Glioblastoma 


18.6 


U266- B-cell plasmacytoma 


8.4 


SK-N-SH- 

Neuroblastoma 

(metastasis) 


17.0 


CA46- Burkitt's lymphoma 


7.2 


SF-295- Glioblastoma 


8.4 


RL- non-Hodgkin's B-cell 
lymphoma 


3.5 


Cerebellum 


74.7 


JM1- pre-B-cell lymphoma 


3.1 


Cerebellum 


62.4 


Jurkat- T cell leukemia 


11.6 


NCI-H292- 
Mucoepidermoid lung 
carcinoma 


45.7 


TF-1- Erythroleukemia 


13.4 


DMS-1 14- Small cell 
lung cancer 


10.9 


HUT 78- T-cell lymphoma 


10.0 


DMS-79- Small cell lung 
cancer 


100.0 


U937- Histiocytic lymphoma ; 


18.2 


NCI-H146- Small cell 
lung cancer 


30.6 


KU-812- Myelogenous 
leukemia 


6.0 


NCI-H52fc Small cell 
lung cancer 


57.4 


769-P- Clear cell renal 
carcinoma 


11.3 


NCI-N417- Small cell 
lung cancer 




Caki-2- Clear cell renal 
carcinoma 


i n a 
1U.4 


NCI-H82- Small cell 
lung cancer 


36.9 


SW 839- Clear cell renal ] 
carcinoma 


2.2 


NCI-H157- Squamous 
cell lung cancer 
(metastasis) 


51.1 


G401- Wilms 1 tumor 


6.2 


NCI-H1155- Large cell ! 


26.6 


Hs766T- Pancreatic 


42.9 
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1 

lung cancer 




carcinoma (LN metastasis) 




NCI-H1299- Large cell 
lung cancer 


AAA 

44.4 


CAP AN- 1- Pancreatic 

A * /I * — 

adenocarcinoma (liver 
metastasis) 


5.0 


NCI-H727- Lung 
carcinoid 


47.0 


SU86.86- Pancreatic 
carcinoma (liver metastasis) 


28.1 


NCI-UMC-l l- Lung 
carcinoid 


60.3 


BxPC-3- Pancreatic 
adenocarcinoma 


6.3 


LX-1- Small cell lung 
cancer 


23.5 


HP AC- Pancreatic 
adenocarcinoma 


7.4 


Colo-205- Colon cancer 


29.5 


MIA PaCa-2- Pancreatic 
carcinoma 


3.6 


KM 12- Colon cancer 


24.0 


CFPAC-1- Pancreatic ductal 
adenocarcinoma 


40.9 


KM20L2- Colon cancer ; 


8.4 


PANC-1- Pancreatic 
epithelioid ductal carcinoma 


20.9 


NCI-H716- Colon cancer | 


23.3 


T24- Bladder carcinma 
(transitional cell) 


13.1 


S W-48* Colon 
adenocarcinoma 


27.0 


5637- Bladder carcinoma 


11.0 


SWIllo- Colon 
adenocarcinoma 


10.0 


HT-l 1 97- Bladder carcinoma 


9.2 


LS 174T- Colon 
adenocarcinoma 


9.9 


T TX K T T/"*1 *^ T"* 1 J J * 

UM-UC-3- Bladder carcinma 
(transitional cell) 


7.2 


SW-948- Colon 
adenocarcinoma 


1.1 


A204- Rhabdomyosarcoma 


7.0 


OUT i OA /""I 1 

SW-480- Colon 
adenocarcinoma 


.8.8 


HT-l 080- Fibrosarcoma j 


16.6 


XT /""IT p\TT T C — a '. 

NCI-SNU-5- Gastric 
carcinoma 


7.2 


MG-63- Osteosarcoma j 


16.7 • 


KATO 111- Gastnc 
carcinoma 


32.8 


SK-LMS-1- Leiomyosarcoma; 
(vulva) 


26.4 


NCI-SNU-16- Gastnc 
carcinoma 


13.6 


SJRH30- Rhabdomyosarcoma 
(met to bone marrow) 


16.8 


NCI-SNU- 1 - Gastnc 
carcinoma 


16.0 


A431- Epidermoid carcinoma 


9.8 


RF-1- Gastnc 
adenocarcinoma 


2.1 


WM266-4- Melanoma 


12.0 


RF-48- Gastnc 
adenocarcinoma 


4.0 


TXT T ■% A C T~\ , . 

DU 145- Prostate carcinoma 
(brain metastasis) 


0.1 


MKN-45- Gastnc 
carcinoma 


28.7 


MDA-MB-468- Breast 
adenocarcinoma 


14.7 


jn o / - oasmc 
carcinoma 


13.3 


oCL-4- Squamous cell 
carcinoma of tongue 


0.9 


OVCAR-5- Ovarian 
carcinoma 


2.6 


SCC-9- Squamous cell 
carcinoma of tongue j 


0.3 
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RLyj-z- uterine 
carcinoma 


7.2 


aLC-i j- Squamous cell 
carcinoma of tongue 


0.5 


HelaS3- Cervical 
adenocarcinoma 


13.4 


CAL 27- Squamous cell 
carcinoma of tongue 


21.2 


Table CDH.PaneU. ID 


Tissue Name 


ReL Exp.(%) 
Ag5279, Run 


Tissue Name 


Rel. Exp.(%) 
Ag5279,Run 


Secondary Thl act 


59.0 


HUVEC IL-lbeta 


41.5 


Secondary Thz act 


91.4 


HUVEC IFN gamma 


71.7 


Secondary Trl act 


27.5 


HUVEC TNF alpha + FN 
gamma 


17.4 


Secondary Thl rest 


7.5 


HUVEC TNF alpha +IL4 


20.7 


Secondary Th2 rest 


8.4 


HUVEC IL-11 


32.3 


£prnnHj*rv Trl rp^t 


2 6 


Lung Microvascular EC 
none 


S7 4 


Pnmor\/ ' 1 n 1 apt 

x niiidj y i n i act 


Of* 8 
zu.o 


Lung Microvascular EC 
TNFalpha + IL-lbeta 




rTiniary i nz dci 


1 


Microvascular Dermal EC 
none 


i n o 


x^nniary in act 




Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


lO.Z 


Primary Thl rest 


3.2 


Bronchial epithelium 
TNFalpha + IL1 beta 


17.4 


Primary Th2 rest 


13.7 


Small airway epithelium 
none 


18.8 


Primary Trl rest 


7.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


56.3 


CD45RA CD4 
lymphocyte act 


31.9 


Coronery artery SMC rest 


31.9 


CD45RO CD4 
lymphocyte act 


48.3 


Coronery artery SMC 
TNFalpha + IL-lbeta 


37.1 


CD8 lymphocyte act 


21.2 


Astrocytes rest 


28.3 


Secondary CD8 
lymphocyte rest 


36.1 


Astrocytes TNFalpha + 
IL-lbeta 


15.8 


Secondary CD8 
lymphocyte act 


8.0 


KU-812 (Basophil) rest 


15.2 


CD4 lymphocyte none j 


8.4 


KU-812 (Basophil) 
PMA/ionomycin 


17.0 


2ryThl/Th2/Trl anti- : 
CD95 CH11 


8.9 


CCD 1 106 (Keratinocytes) 
none 


71.2 


LAK cells rest 


26.1 


CCD1106 (Keratinocytes) 
TNFalpha + IL-lbeta 


42.0 
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T AV r^llc TT -9 


10. j 


T i\/^t* nrrnACic 

i-fivcr cirrnudis 


1 s s 


T AK relU TT -9+IL-12 


9 0 


WT-TT9Q9 nnnp 
lMV^i-nzyi nunc 


AS A 


LAK cells IL-2+IFN 


12.5 


NCI-H292 IL-4 


63.7 


T AK rpUc TT -9+ TT -1 R 


7 S 


KTPT-M909 TT 0 


70 7 


T AK rpUc 

PMA/ionomycin 


21.9 


NCI-H292E.-13 1 


99.3 


v^ciis ii^-z res i 


AA A 


iNi^i-rizyz IT IN ganUlla 


AS A 


i wo w ay ivii-fiv j udy 


91 0 


LTD A "Ef" 1 r»rvr»p> 

rLr/vti^ none 


OS 0 


Two Way MLR 5 day | 


13.5 


HPAECTNF alpha + IL-1 

Odd 


34.9 


Twn Way Ml T? 7 Hav 
1 w u VV ay IVXX^Xx. / May 


1 1 ^ 


T nno riV\t*rtT\1 oct TirtT*^ 

i^ung iiuruDidoi nunc 


^7 0 
j / ,y 


PBMC rest 


11.0 


T una fiHrnhlact TTNTP ali-tha 

i^ung nproDiasi 1 iMr dipnd 
+ IL-1 beta 


21.2 


PBMC PWM 


4.5 


Lung fibroblast IL-4 


31.6 




1 S A 


i^ung iiDroDiasi iL^-y 


JD.J 


Ramos (B cell) none 


14.0 


Lung fibroblast IL-13 


9.0 


Ramos (B cell) 
ionomycin 


42.9 


Lung fibroblast JFN 
gamma 


58.6 


B lymphocytes PWM 


18.9 


Dermal fibroblast 
CCD1070rest 


43.2 


B lymphocytes CD40L 
and IL-4 


31.0 


Dermal fibroblast 
CCD1070 TNF alpha 


100.0 


EOL-1 dbcAMP 


37.9 


Dermal fibroblast 
ppnin7niT 1 K^tQ 

LV^U1U/U 1L-1 Dcla 


23.5 


FHT -1 Hhr AMP 

PMA/ionomycin 


14.7 


UClIllal IlDlODlaSL LrfN 

gamma 


31.4 


jjcnariuc ecus nunc 


zo.z 


L/cTmol IlDrODlaSI 11v-*t 


AS A 




1 7 

u.z 


UCIIIlal riDlODlaSlS ICS I 


61 6 


L/CnUilllC CCllo ail LI- 

CD40 


17.0 


Neutrophils TNFa+LPS 


4.2 


Monocytes rest 


11.6 


Neutrophils rest 


31.4 


Monocytes LPS 


8.5 


Colon 


1.0 


Macrophages rest 


12.9 


Lung 


1.6 


Macrophages LPS 


2.6 


Thymus 


4.5 


HUVEC none 


36.1 


Kidney 


32.5 


HUVEC starved 


36.9 






Table CDL Panel 4D 


j Rel. Exp.(%) 
Tissue Name Ag2075, Run 
| 152787491 


Tissue Name 


Rel. Exp.(%) 
Ag2075, Run 
152787491 


Secondary Thl act j 46.3 


HUVEC IL-lbeta 


25.0 
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Secondary Th2 act 1 39 2 


HUVEC IFN eamma 


33.0 


Secondary Trl act | 31.9 


HUVEC TNF abha + IFN 
gamma 


13.1 


Secondary Thl rest j 11.7 


HUVEC TNF aloha + 114 


20 7 


Secondary Th2 rest 


13.9 


HUVEC IL-11 


20.0 


Secondary Trl rest 


21.6 


Lung Microvascular EC 
none 


22.7 


Primary Thl act 


30.1 


Lung Microvascular EC 
TNFalpha-f IL-lbeta 


15.0 


Primary Th2 act 


39.2 


Microvascular Dermal EC 
none 


26.8 


Primary Trl act 


54.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


16.6 


Primary Thl rest 


84.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


4.9 


Primary Th2 rest 


48.6 


Small airway epithelium 
none 


19.9 


Primary Trl rest 


39.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


72.7 


CD45RA CD4 
lymphocyte act 


21.8 


Coronery artery SMC rest 


27.9 


CD45RO CD4 
lymphocyte act 


33.0 


Coronery artery SMC 
TNFalnha + TT - 1 beta 

1 111 CLlLflld 1 IJu I l/vlu 


19.6 


CD8 lymphocyte act 


25.5 


Astrocytes rest 


26.4 


Secondary CD8 
lymphocyte rest 


21.5 


Astrocytes TNFalpna + 
IL-lbeta 


13.2 


Secondary CD8 
lymphocyte act 


29.3 


KU-812 (Basophil) rest 


6.3 


CD4 lymphocyte none j 


12.7 


T/"T T 01 ^ /"¥""> 1 * 1 \ 

KU-812 (Basophil) 
PMA/ionomycin 


16.0 


2ry Thl/Th2/Trl_anti- | 
v-rli i 


25.5 


CCD 11 06 (Keratinocytes) 

tump 


46.0 


LAK cells rest 


26.1 


CCD1 106 fKeratinnrvte^ ^ 
TNFalpha + IL-lbeta 


4.3 


LAiV Cells LL-Z 


JU.O 


T ivpr rirrTinciQ 


2 7 


LAK cells lL-Z+IL- 1 L 


lo.Z 


T iinn<; Viffnpv 


1 0 

U .V/ 


T A V Stalin TT 0_1_TCXT 

LAJv cells LL-2+irJN 

gamma 


31.0 


NCI-H292 none 


76.8 


LAKcellsIL-2+IL-18 


31.2 


NPT-H992 TT -4 


04 6 


LAK cells 
PMA/ionomycin 


9.5 


NCI-H292 IL-9 


97.3 


NK Cells IL-2 rest 1 


37.4 


NCI-H292 IL-13 


59.5 


Two Way MLR 3 day 


24.0 


NCI-H292 IFN gamma 


51.8 


Two Way MLR 5 day 


23.0 


HPAEC none 


23.3 


Two Way MLR 7 day 


19.6 


HPAEC TNF alpha + IL-1 


15.8 
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1 1 4 
1 1 .*t 


T una fihrohla^t nrvnf* 


18 4 


PBMC PWM 


72.2 


T una fihroVilast TTN"R fllnha 

+ IL-1 beta 


12.0 




H Q 


T nncr fiTvrnhlaQt TT -A 
i^uiig iiui uuiaoi ±i_* -*t 




Ramos (B cell) none 


19.6 


Lung fibroblast IL-9 


25.5 


Ramos (B cell) 
ionomycin 


100.0 


Lung fibroblast IL-13 


18.7 


B lymphocytes PWM 


81.8 


Lung fibroblast BFN 
gamma 


38.4 


B lymphocytes CD40L : 
and IL-4 


42.3 


Dermal fibroblast 
CCD 1070 rest 


48.0 


EOL-1 dbcAMP 


23.7 


Dermal fibroblast 
CCD1070TNF alpha 


83.5 


EOL-1 dbcAMP 

.r lvi/v lunumy tin 


13.5 


Dermal fibroblast 


13.6 


Dendritic cells none \ 


20.9 


Dermal fibroblast IFN 


13.1 


DpnHritir rpllc T P^l 


1 1 s 






lyCnUiiUC CCllo ail LI"* 

CD40 


23.2 


IBD Colitis 2 


1.8 


Monocytes rest 


19.2 


IBD Crohn's 


2.4 


Monocytes LPS 


6.5 


Colon 


26.8 


Macrophages rest 


36.1 


Lung 


21.3 


Macrophages LPS 


13.3 


Thymus 


41.5 


HUVEC none 


37.6 


Kidney 


24.3 


HUVEC starved 


58.6 







CNS_neurodegeneration_vl.O Summary: Ag5279 This panel confirms the expression of 
the CG56870-04 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.5 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panel_vl.5 Summary: Ag5279 Highest expression of the CG56870-01 
is detected in cerebral cortex (CT=25.02). Thus, expression of this gene can be used in 
distinguishing this sample from other samples in the panel. Furthermore, significant 
expression of this gene is observed throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. The CG56870-01 gene encodes a 
Ndr3 protein homolog. The Ndr family is comprised of members from different gene families: 
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Ndr 1 /RTP/Drg 1 /NDRG 1 , Ndr2, and Ndr3 (PFAM: IPR004142). NDRG1 is a cytoplasmic 
protein involved in stress responses, hormone responses, cell growth, and differentiation. 
Mutation of this gene was reported to be causative for hereditary motor and sensory 
neuropathy-Lorn. Recently, NDRG4, another memember of Ndr family, was shown to be 
expressed in neurons of the brain and spinal cord. Its expression was markedly decreased in 
the brain of Alzheimer's disease patient (Zhou et al., 2001). Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Among metabolic tissues, this gene is moderately expressed in adipose, adrenal, heart, 
thyroid, liver, pancreas, pituitary, and skeletal muscle. Thus, this gene product may be 
important for the pathogenesis, diagnosis, and/or treatment of metabolic and endocrine 
disease, including Types 1 and 2 diabetes and obesity. 

In addition, there appears to be substantial expression in other samples derived from 
brain cancer cell lines, colon cancer cell lines, breast cancer cell lines and ovarian cancer cell 
lines. Moreover, therapeutic modulation of this gene could be of benefit in the treatment of 
brain, colon, breast or ovarian cancer. 

References: 

1. Zhou RH, Kokame K, Tsukamoto Y, Yutani C, Kato H, Miyata T. (2001) 
Characterization of the human NDRG gene family: a newly identified member, NDRG4, is 
specifically expressed in brain and heart. Genomics 73(1): 86-97 

Panel 1.3D Summary: Ag2075 Highest expression of the CG56870-01 gene is detected in 
the cerebral cortex (CT=24.2). This expression is consistent with expression in Panel 1 .5. 
Please see that panel for discussion of utility of this gene in the central nervous system. 

This gene also has moderate levels of expression in adipose, adrenal, thyroid, liver, 
heart, thyroid and skeletal muscle. Thus, this gene product may be important in the 
pathogenesis, diagnosis and/or treatment of metabolic and endocrine disease, including Types 
1 and 2 diabetes and obesity. 

In addition, there appears to be substantial expression in other samples derived from 
breast cancer cell lines, lung cancer cell lines, renal cancer cell lines and colon cancer cell 
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lines. Thus, therapeutic modulation of this gene could be of benefit in the treatment of breast, 
lung, renal or colon cancer. 

Panel 2.2 Summary: Ag2075 Highest expression of CG56870-01 is detected in breast cancer 
sample (CT=29.89). Thus expression of this gene can be used in distinguishing this sample 
from other samples in the panel. In addition, there appears to be substantial expression in other 
samples derived from breast cancers, kidney cancers and colon cancers. Therefore, therapeutic 
modulation of this gene could be of benefit in the treatment of breast, kidney or colon cancer. 

Panel 3D Summary: Ag2075 The expression of this gene appears to be highest in a sample 
derived from a lung cancer cell line (DMS-79)(CT=26.4). In addition, there appears to be 
substantial expression in other samples derived from pancreatic cancer cell lines, lung cancer 
cell lines, brain cancer cell lines and cervical cancer cell lines. Thus, the expression of this 
gene could be used to distinguish DMS-79 cells from other samples in the panel. Moreover, 
therapeutic modulation of this gene could be of benefit in the treatment of pancreatic, lung, 
brain or cervical cancer. 

Panel 4.1D Summary: Ag5279 Expression of the CG56870-01 gene is highest in samples 
derived from TNF alpha treated dermal fibroblast CCD 1070 cells (CT=30.6). Expression of 
this gene is also prominent in activated secondary and primarey Thl, Th2 and Trl cells when 
compared expression in the corresponding resting cell lines. Thus, this gene may be involved 
in T lymphocyte function. Therefore, therapeutic modulation fo the expression or function of 
this gene may be as anti-inflammatory therapeutics for T cell-mediated autoimmune and 
inflammatory diseases, such as asthma, athritis, psoriasis, IBD, and lupus. 

Panel 4D Summary: Ag2075 Expression of the CG56870-01 gene is ubiquitous througout 
this panel, with highest in samples derived from ionomycin treated Ramos (B cell) cells 
(CT=26.1). Furthermore, expression of this gene is also detected in PWM treated PBMC cells 
and PWM treated B lymphocytes. Therefore, therapeutic modulation of the expression or 
function of this gene may reduce or eliminate the symptoms in patients with autoimmune and 
inflammatory diseases in which B cells play a part in the initiation or progression of the 
disease process, such as systemic lupus erythematosus, Crohn's disease, ulcerative colitis, 
multiple sclerosis, chronic obstructive pulmonary disease, asthma, emphysema, rheumatoid 
arthritis, or psoriasis. 

CE. CG56870-05: N-myc downstream-regulated gene 3 
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Expression of gene CG56870-05 was assessed using the primer-probe set Ag5265, 
described in Table CEA. Results of the RTQ-PCR runs are shown in Tables CEB and CEC. 



Table CEA . Probe Name Ag5265 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -tgttcagctcacagagatcaaa-3 • 


22 ] 


18 


656 


Probe 


TET-5 ' -caagaaacttccaggactttgactgtca-3 ' - 
TAMRA 


28 | 


65 


657 


Reverse 


5 ' -catccattgtggggtactga-3 ' 


20 | 


96 


658 



Table CEB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag5265, 
Run 230512714 


Tissue Name 


Rel. Exp.(%) Ag5265, 
Run 230512714 


AD 1 Hippo 


7.2 


Control (Path) 3 
Temporal Ctx 


2.4 


AD 2 Hippo 


15.2 


Control (Path) 4 
Temporal Ctx 


10.3 


AD 3 Hippo 


2.0 


AD 1 Occipital Ctx 


11.5 


AD 4 Hippo 


3.3 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


59.9 


AD 3 Occipital Ctx 


• 7.0 


AJJ 0 XllppO 


OO 1 


AU H VJCClpltai L>lX 


o.y 


v_/Uiiui/i ^ itxiljuu 






7 


Control 4 Hippo 


2.6 


AD 6 Occipital Ctx 


12.2 


Control (Path) 3 
Hippo 


3.9 


Control 1 Occipital 
Ctx 


1.2 


AD 1 Temporal Ctx 


12.7 


Control 2 Occipital 
Ctx 


60.3 


AD 2 Temporal Ctx 


16.0 


Control 3 Occipital 
Ctx 


8.2 


AD 3 Temporal Ctx 


5.5 


Control 4 Occipital 
Ctx 


1.7 


AD 4 Temporal Ctx 


13.9 


Control (Path) 1 
Occipital Ctx 


53.6 


AD 5 Inf Temporal ; 
Ctx 


64.6 


Control (Path) 2 
Occipital Ctx 


5.9 


AD 5 Sup Temporal 
Ctx 


28.9 


Control (Path) 3 
Occipital Ctx 


2.2 


AD 6 Inf Temporal 
Ctx 


27.0 


Control (Path) 4 
Occipital Ctx 


5.5 


AD 6 Sup Temporal 


100.0 


Control 1 Parietal 


3.0 
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Ctx 




Ctx 




Control 1 Temporal 
Ctx 


2.6 


Control 2 Parietal 
Ctx 


19.6 


Control 2 Temporal 
Ctx . 


38.2 


Control 3 Parietal 
Ctx 


18.8 


Control 3 Temporal j 
Ctx 


9.7 


Control (Path) 1 
Parietal Ctx 


56.6 


Control 3 Temporal 
Ctx 


1.5 


Control (Path) 2 
Parietal Ctx 


14.2 


control {ratnj i 
Temporal Ctx > 


31.4 


L-ontroi (ratn) 3 
Parietal Ctx 


2.6 


Control (Path) 2 
Temporal Ctx 


18.3 j 


Control (Path) 4 
Parietal Ctx 


25.0 



Table CEC . General_screening_panel_vl.5 



Tissue Name 


Run 232936652 


Tissue Name 


Da! /O/ \ A <r.CY^C 

Kei. ILXp.(yo) Ag5Zo5, 
Run 232936652 




1 1 
i . I 


ivenai ca. i is.- 1 u 


1/10 


Melanoma* 


7.9 


Bladder 


2.5 


Melanoma* 


10.1 


Gastric ca. (liver met.) 


7.3 


Melanoma* Ml 4 


12.4 


Gastric ca. KATO III 


17.8 


Melanoma* 
LOXIMVI 


13.7 


Colon ca. SW-948 


1.8 


Melanoma* SK- 
MEL-5 


9.9 ] 


Colon ca. SW480 


16.0 


Squamous cell 
carcinoma SCC-4 


8.3 


Colon ca * (SW480 
met) SW620 


8.2 


Testis Pool 


2.2 


Colon ca HT29 


6.7 


Prostate ca.* (bone 
met) PC-3 


18.0 


Colon ca.HCT-1 16 


15.8 


Prostate Pool 


4.4 


Colon ca. CaCo-2 


25.5 


Placenta 


2.1 


Colon cancer tissue 


2.5 


Uterus Pool 


1.9 


Colon ca. SW1116 


2.3 


Ovarian ca. 
OVCAR-3 1 


9.0 


Colon ca. Colo-205 


4.8 


Ovarian ca. SK-OV- j 

3 | 


16.0 


Colon ca. SW-48 


5.1 


Ovarian ca. 
OVCAR-4 


4.5 


Colon Pool 


2.8 


Ovarian ca. 
OVCAR-5 


10.4 


Small Intestine Pool 


2.4 


Ovarian ca. IGROV- 


12.0 


Stomach Pool 


1.8 
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1 

1 








\jvdridiL Cd. 
OVCAR-8 


4.5 


Bone Marrow Pool 


1.2 


Ovary 


9 R 
Z.o 


reiai nean 


9 1 


ore as i ca. lvi^r-/ 


A O 


iiean rooi 


1 c 

io 


i5 re cib i ca. lviu/x- 
MB-231 


30.1 


Lymph Node Pool 


3.0 


Breast ca. BT 549 


18.9 


Fetal Skeletal Muscle 


0.9 


Breast ca. T47D 


4.0 


Skeletal Muscle Pool 


1.8 


Drooct /*o A/I 1 1 A 


8.4 


opieen rooi 


9 9 
Z.Z 


Breast Pool 


3.6 


Thymus Pool 


1.9 


Trachea 


3.2 




CNS cancer (glio/astro) 
U87-MG 


18.3 


Lung 


1.7 




CNS cancer (glio/astro) 
U-118-MG 


19.5 


Fetal Lung 


A Q 




CNS cancer 
(neuro;met) SK-N-AS 


8.4 


Lung ca. NCI-N417 


9 A 




CNS cancer (astro) SF- 
539 


8.8 


Lungca. LX-1 


8.5 




CNS cancer (astro) 
SNB-75 


29.1 


Lungca.NCI-H146 


9.2 




CNS cancer (glio) 
SNB-19 


10.9 


Lung ca. SHP-77 


8.2 


JCNS cancer (glio) SF- 
J295 


17.2 


Lung ca. A549 




jBrain (Amygdala) Pool 


14.0 


T nno rn MPT 




{Brain (cerebellum) 




idling Ca. i>v^i*n^ J 


16.2 


jBrain (fetal) 


1 (\ 1 


Lung ca. NCI-H460 


2.7 


jBrain (Hippocampus) 
jPool 


11.4 


idling id. nur *oz 


5.6 


jCerebral Cortex Pool 




Lungca.NCI-H522 


13.0 


JBrain (Substantia nigra) 
jPool 


14.7 


Liver 


0.9 


jBrain (Thalamus) Pool 


17.9 


Fetal Liver 


2.4 


jBrain (whole) 


25.9 


Liver ca. HepG2 


6.2 


jSpinal Cord Pool 


9.0 


Kidney Pool 


6.9 


jAdrenal Gland 


5.0 


Fetal Kidney 


3.1 


jPituitary gland Pool 


1.5 


Renal ca. 786-0 


9.0 


jSalivary Gland 


2.3 


Renal ca. A498 


7.6 


jThyroid (female) 


2.0 


Renal ca. ACHN 


6.0 


JPancreatic ca. CAPAN2 


6.5 


Renal ca. UO-31 


6.3 


jPancreas Pool 


3.2 
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CNS_neurodegeneration_vl.O Summary: Ag5265 This panel confirms the expression of 
the CG56870-04 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1 .5 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panel_vl.5 Summary: Ag5265 Highest expression of the CG56870-05 
gene is detected in cerebral cortex (CT=28.86). Thus, expression of this gene can be used in 
distinguishing this sample from other samples in the panel. Furthermore, significant 
expression of this gene is observed throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. The CG5687O-05 gene encodes a 
putative Ndr3 protein. This family consists of proteins from different gene families: 
Ndr 1 /RTP/Drg 1 /NDRG 1 , Ndr2, and Ndr3 (PFAM: IPR004142). NDRG1 is a cytoplasmic 
protein involved in stress responses, hormone responses, cell growth, and differentiation. 
Mutation of this gene was reported to be causative for hereditary motor and sensory 
neuropathy-Lorn. Recently, NDRG4, another memember of Ndr family, was shown to be 
expressed in neurons of the brain and spinal cord. Its expression was markedly decreased in 
the brain of Alzheimer's disease patient (Zhou et al, 2001). Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Among metabolic tissues, this gene has low levels of expression in heart, skeletal muscle, 
adrenal, thyroid, pancreas and pituitary. Therefore, this gene product may be important for the 
pathogenesis, diagnosis, and/or treatment of metabolic and endocrine disease, including Types 
1 and 2 diabetes and obesity. 

Overall, this gene is expressed in all the samples on this panel, with slightly higher 
levels of expression in the cancer cell lines compared to expression in the normal tissues 
samples. 

Panel 4.1D Summary: Ag5265 Expression of this gene is low/undetectable (CTs > 34.5) 
across all of the samples on this panel (data not shown). 

CF. CG59764-01 : FERRITIN HEAVY CHAIN like protein 
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Expression of gene CG59764-01 was assessed using the primer-probe set Ag3578, 
described in Table CFA. Results of the RTQ-PCR runs are shown in Tables CFB and CFC. 



Table CFA . Probe Name Ag3578 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ctgcgacttcctggagaac-3 ' 


19 


430 


659 


Probe 


TET-5 ' -agcaggccaagaccatcaaagagct-3 ' - 
TAMRA 


25 


462 


660 


Reverse 


5 ' -tgtgcaggttgctcaggta-3 1 


19 


494 


661 



Table CFB . CNSjieurodegenerationvl.O 



Tissue Name 


Rel. Exp.(%) Ag3578, 
Run 210642348 


Tissue Name 


Rel. Exd.(%) Ae3578» 
Run 210642348 


AD 1 Hippo 


14.0 


Control (Path) 3 
Temporal Ctx 


3.2 


AD 2 Hippo 


8.2 


Control (Path) 4 
Temporal Ctx 


52.9 


AD 3 Hippo 


6.7 


AD 1 Occipital Ctx 


22.8 


AD 4 Hippo 


2.3 


AD 2 Occipital Ctx 

fMissinff^ 


0.0 


AD 5 Hippo 


83.5 


AD 3 Occipital Ctx 


7.3 


ALJ 0 HlppO 


Zy.l 


AD 4 UccipitaJ Ltx 








A r> ^ Orrinital Ptv 
t\u j v/iA/ipiiaJ \^ia 


1 1 4 


Control 4 Hippo 


3.1 


AD 6 Occipital Ctx 


19.8 


Control (Path) 3 
Hippo 


8.0 


Control 1 Occipital 
Ctx 


9.0 


AD 1 Temporal Ctx 


19.5 


Control 2 Occipital 
Ctx 


29.5 


AD 2 Temporal Ctx 


22.8 


Control 3 Occipital 
Ctx 


24.0 


AD 3 Temporal Ctx 


17.0 


Control 4 Occipital 
Ctx 


7.4 


AD 4 Temporal Ctx 


16.8 


Control (Path) 1 
Occipital Ctx 


38.4 


AD 5 Inf Temporal 
Ctx 


50.3 


Control (Path) 2 
Occipital Ctx 


10.3 


AD 5 Sup Temporal 
Ctx 


40.6 


Control (Path) 3 
Occipital Ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


63.7 


Control (Path) 4 
Occipital Ctx 


46.0 


AD 6 Sup Temporal 


100.0 


Control 1 Parietal 


9.2 



930 



WO 02/072757 



PCT/US02/06908 



Ctx 




Ctx 




Control l lemporai 
Ctx 


9.2 


Control 2 Parietal 
Ctx 


44.1 


Control z l emporai 
Ctx 


13.3 


Control 3 Parietal 
Ctx 


21.0 


Control 3 Temporal 
Ctx 


21.3 


Control (Path) 1 
Parietal Ctx 


20.2 


Control 3 lemporai 
Ctx 


14.2 I 


Control (Path) 2 
Parietal Ctx 


16.7 


V^OnirOl [ITaUl) 1 

Temporal Ctx 


35.1 


Parietal Ctx 


0.0 


Control (Path) 2 
Temporal Ctx 


25.3 


Control (Path) 4 
Parietal Ctx 


45.4 



Table CFC . General_screening_panel_vl.4 



Tissue Name 


T*p1 Fvn (*AA Ao^57ft 

Run 217423081 


Tissue Name 


Ttoi i?vt\ fO/\ A„icno 
Kcl* £>Xp.^ /o ) Ago 3 /O, 

Run 217423081 




o.u 


I\.cnal Ca. 1 rv- 1 U 


1 Q O 


Melanoma* 


0.0 


Bladder 


0.0 


Melanoma* 

XloUOO^D J. 1 


0.0 


Gastric ca. (liver met.) 

MPT MS 7 


15.3 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO m 


16.4 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


22.8 


Melanoma* SK- 
MEL-5 


o.o ; 


Colon ca. SW480 


5.6 


Squamous cell 
carcinoma SCC-4 


8.3 


Colon ca.* (SW480 
met) SW620 


42.0 


Testis Pool 


27.4 


Colon ca. HT29 


2.6 


Prostate ca.* (bone 
met) PC-3 


11.0 


Colon ca.HCT- 116 


39.2 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


13.5 


Placenta 


15.3 


Colon cancer tissue 


4.8 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


4.2 


Ovarian ca. SK-OV- 
3 


14.4 


Colon ca. SW-48 


9.3 


Ovarian ca. 
OVCAR-4 


8.8 


Colon Pool 


27.5 


Ovarian ca. 
OVCAR-5 


16.6 


Small Intestine Pool 


11.2 


Ovarian ca. IGROV- 


13.0 


Stomach Pool 


11.3 
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1 






Ovarian ca 
OVCAR-8 


4.3 


Bone Marrow Pool 


8.7 


Ovarv 


u.u 


reiai xiean 


17 7 




u.u 


ncdJi rooi 


9 9 


Rrpa*5t ca lvfDA- 

MB-231 


5.7 


Lymph Node Pool 


22.4 


Breast ca. BT 549 


47.3 


Fetal Skeletal Muscle 


10.2 


Breast ca T47D 


o.U 


oKeieiai jviuscie r^ooi 


100.0 




0.0 


Spleen Pool 


0 0 


Breast Pool 


7.6 


Thymus Pool 


3.5 


Trachea 


0.0 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


3.1 


CNS cancer (glio/astro) 
U-118-MG 


8.1 


Fetal Lung 


7.1 


CNS cancer 
(neuro;met) SK-N-AS 


22.4 


Lungca.NCI-N417 


0.0 \ 


CNS cancer (astro) SF- 
539 


8.2 


Lung ca. LX-1 


49.7 


CNS cancer (astro) 
SNB-75 


25.2 


Lungca. NCI-H146 j 


0.0 


CNS cancer (glio) 


10.1 


Lung ca. SHP-77 


0.0 


l^jn o cancer ^gno ) or - 
295 


24.5 


Lung ca. A549 


U.U 


Drain I A Tntr/t/lnm 1 D/\a1 

orain ^/vmygaaia^ rooi 


7.8 


Lunaca NCT-H526 


u.u 


orain ^cereueiiumj 


20 3 


T una ca NCT-H2^ 


11.9 


Brain (fetal) 


18 7 


Lung ca. NCI-H460 : 


2.7 


Brain (Hippocampus) 

.rOOi 


14.9 


T nne ca HOP-62 


1 A O 


v^ereorai cortex -rooi 


26 2 


Lungca.NCI-H522 


0.0 


13 ruin ^oUDSianiid nigrdj; 
Pool 


35.4 


Liver 


0.0 


Brain (Thalamus) Pool 


19.1 


Fetal Liver j 


0.0 


Brain (whole) 


17.3 


Liver ca. HepG2 


3.2 


Spinal Cord Pool 


9.2 


Kidney Pool 


21.5 


Adrenal Gland 


3.7 


Fetal Kidney 


21.2 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


11.7 


Salivary Gland 


0.0 


Renal ca. A498 


9.2 


Thyroid (female) 


6.7 


Renal ca. ACHN 


11.5 


Pancreatic ca. CAPAN2 


48.3 


Renal ca.UO-31 


10.3 


Pancreas Pool 


5.5 
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CNS_neurodegeneration_vl.O Summary: Ag3578 This panel confirms the expression of 
the CG59764-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panel_vL4 Summary: Ag3578 Highest expression of the CG59764-01 
gene is detected in sample derived from skeletal muscle (CT=31.2). Thus expression of this 
gene can be used to distinguish skeletal muscle sample from other samples used in this panel. 
This gene is also expressed at low but significant levels in heart and adipose. Thus, this gene 
product may be useful in the treatment of metabolic disorders that involve these tissues, 
including obesity. 

Significant expression of this gene is also associated with samples derived from breast 
cancer, pancreatic cancer, colon cancer and lung cancer cell lines. Therefore, therapeutic 
modulation of the activity of this gene or its protein product might be beneficial in the 
treatment of these cancers. 

In addition, this gene is expressed at low levels throughout the CNS, including in 
amygdala, substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. The 
CG59764-01 gene encodes a homologue of ferritin heavy chain protein (H-feritin). It has been 
hypothesized that the up-regulation of the H- ferritin mRNA is part of a mechanism protecting 
the hippocampus, a seizure-prone area, against a possible overactivation during absence 
seizures (Lakaye et al., 2000). Therefore, therapeutic modulation of the expression or function 
of this gene may be useful in the treatment of seizure disorders, such as epilepsy. Furthermore, 
this gene may play a role in central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, multiple sclerosis, schizophrenia and depression. 

References: 

1. Lakaye B, de Borman B, Minet A, Arckens L, Vergnes M, Marescaux C, Grisar T. 
(2000) Increased expression of mRNA encoding ferritin heavy chain in brain structures of a 
rat model of absence epilepsy. Exp Neurol 162(1): 112-20. 
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Panel 4.1D Summary: Ag3578 Expression of this gene is low/undetectable (CTs > 35) , 
across all of the samples on this panel (data not shown), 

CG.CG59710-01:P14 

Expression of gene CG597 10-01 was assessed using the primer-probe set Ag3512, 
described in Table CGA. Results of the RTQ-PCR runs are shown in Tables CGB and CGC. 



Table CGA , Probe Name Ag3512 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ctttgttctccagcacatctg-3 ' 


21 


211 


662 


Probe 


TET-5 ' -ctacatcatggccgagatctgcaatg-3 ' - 
TAMRA 


26 


232 


663 


Reverse 


5 ' -cctcgcatgtttaggatctg-3 ' 


20 


290 


664 



Table CGB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3512, 
Run 211004862 


Tissue Name 


Rel. Exp.(%) Ag3512, 
Run 211004862 


AD 1 Hippo 


23.0 


Control (Path) 3 
Temporal Ctx 


7.2 


AD 2 Hippo 


31.2 


Control (Path) 4 
Temporal Ctx 


37.1 


AD 3 Hippo 


9.8 


AD 1 Occipital Ctx 


20.0 


AD 4 Hippo 


10.0 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


85.9 


AD 3 Occipital Ctx 


9.0 


AD 6 Hippo 


56.6 


AD 4 Occipital Ctx 


21.3 


Control 2 Hippo 


41.5 


AD 5 Occipital Ctx 


15.2 


Control 4 Hippo 


21.6 


AD 6 Occipital Ctx 


49.0 


Control (Path) 3 
Hippo 


12.5 


Control 1 Occipital 
Ctx 


6.0 


AD 1 Temporal Ctx ; 


31.9 


Control 2 Occipital 
Ctx 


77.4 


AD 2 Temporal Ctx 


41.2 


Control 3 Occipital 
Ctx 


22.1 


AD 3 Temporal Ctx 


11.3 


Control 4 Occipital 
Ctx 


9.8 


AD 4 Temporal Ctx 


21.0 


Control (Path) 1 
Occipital Ctx 


77.9 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


12.6 
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AD 5 SupTemporal 
Ctx 


42.6 


Control (Path) 3 
Occipital Ctx 


5.4 


AD 6 Inf Temporal 
Ctx 


35.1 


Control (Path) 4 
Occipital Ctx 


21.6 


AD 6 Sup Temporal 
Ctx 


56.6 


Control 1 Parietal 
Ctx 


11.4 


Control 1 Temporal 
Ctx 


10.1 


Control 2 Parietal 
Ctx 


52.5 


Control 2 Temporal ; 
Ctx ! 


53.2 


Control 3 Parietal 
Ctx 


21.5 


Control 3 Temporal 
Ctx 


17.2 


Control (Path) 1 
Parietal Ctx 


68.8 


Control 4 Temporal 
Ctx 


15.9 


Control (Path) 2 
Parietal Ctx 


29.7 


Control (Path) 1 
Temporal Ctx 


55.1 


Control (Path) 3 
Parietal Ctx 


10.2 


Control (Path) 2 
Temporal Ctx 


39.5 


Control (Path) 4 
Parietal Ctx 


48.3 



Table CGC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3512, 
Run 217240776 


Tissue Name 


Rel. Exp.(%) Ag3512, 
Run 217240776 


Adipose 


3.3 


Renal ca. TK-10 


21.8 


Melanoma* 
Hs688(A).T 


9.7 i 


Bladder 


5.5 


Melanoma* 
Hs688(B).T 


10.5 


Gastric ca. (liver met.) 
NCI-N87 


37.1 


Melanoma* M14 


26.4 


Gastric ca. KATO III 


48.6 


Melanoma* 
LOXIMVI 


35.4 


Colon ca. SW-948 


7.2 


Melanoma* SK- 
MEL-5 


14.4 


Colon ca. SW480 


62.4 


Squamous cell 
carcinoma SCC-4 


14.9 


Colon ca* (SW480 
met) SW620 


29.7 


Testis Pool 


6.7 


Colon ca. HT29 


14.6 


Prostate ca.* (bone \ 
met) PC-3 


17.2 


Colon ca. HCT-116 


24.1 


Prostate Pool 


4.8 


Colon ca. CaCo-2 


46.0 


Placenta 


4.4 


Colon cancer tissue 


13.9 


Uterus Pool 


3.1 i 


Colon ca. SW1116 


2.1 


Ovarian ca. 
OVCAR-3 


20.0 


Colon ca. Colo-205 


10.8 


Ovarian ca. SK-OV- 
3 


31.6 


Colon ca. SW-48 


11.9 
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Ovarian ca. 
OVCAR-4 


19.6 


Colon Pool 


13.4 


Ovarian ca. 
OVCAR-5 


30.8 


Small Intestine Pool 


7.0 


Ovarian ca. IGROV- 

i 
i 


10.2 


Stomach Pool 


4.0 


Wvdrian Ca. 

OVCAR-8 


14.0 


Bone Marrow Pool 


2.4 


Ovary 


p.o 


reiai ncaiT 




tjreasi ca. iviL/r - / 




nean rooi 


A 1 


rsreast ca. jvlua- 
MB-231 


33.7 


Lymph Node Pool 


7.5 


Breast ca. BT 549 


24.8 


Fetal Skeletal Muscle 


1.8 


Breast ca. T47D 


100.0 


Skeletal Muscle Pool 


6.3 


ore as i ca. svlu a-in 


OA 8 


opieen r ooi 


lU.o 


TTT— - 

Breast Pool 


7.3 


Thymus Pool 


5.9 


Trachea 


2.8 


CNS cancer (glio/astro) 
U87-MG 


33.7 


Lung 


3.1 


CNS cancer (glio/astro) 
U-H8-MG 


30.1 


Fetal Lung 


7 -0 


CNS cancer 

(neuro;met) SK-N-AS j 


13.3 


Lungca.NCI-N417 j 


7.3 


CNS cancer (astro) SF- 
539 


16.2 


Lungca. LX-1 \ 


17.6 


CNS cancer (astro) 
SNB-75 


46.3 


Lungca.NCI-H146 


13.1 


CNS cancer (glio) 

Q\TD 10 


10.6 


Lung ca. SHP-77 


21.0 


ciNo cancer ^guoj or- 
295 


27.5 


Lung ca. A549 


25.7 


Brain (Amygdala) Pool 


4.1 


T lino pq MPT H^ft ' 
l^Ung Ca. INv^l-TlJZO 




Did in icereueuuinj 


o. / 


T unci pa MPT ViO^X 

i^ung ca. iNv^i-nzo 


jU.o 


Drain ^iciaij 


o. / 


Lung ca. NCI-H460 


9.3 


Brain (Hippocampus) 

rOOI 


4.4 


T uno r»a T-TOP-^9 

L/iing ca. nvjr -ox 


£ 7 


ere Dial v^onex rxioi 


O.J 


Lung ca. NCI-H522 


15.2 


r>rain (puDstantia nigra ) 
Pool 


6.1 


Liver ; 


1.3 


Brain (Thalamus) Pool 


5.6 


Fetal Liver 


7.7 


Brain (whole) 


4.7 


Liver ca. HepG2 


11.2 


Spinal Cord Pool 


4.5 


Kidney Pool 


12.9 


Adrenal Gland 


3.3 


Fetal Kidney 


4.2 


Pituitary gland Pool 


2.6 


Renal ca. 786-0 


11.8 


Salivary Gland 


2.5 
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Renal ca. A498 


6.1 


Thyroid (female) 


3.5 


Renal ca. ACHN j 


10.5 


jPancreatic ca. CAPAN2 


15.3 


Renal ca. UO-31 ] 


18.2 


Pancreas Pool 


7.6 



CNS_neurodegeneration_vl*0 Summary: Ag3512 This panel confirms the expression of 
the CG59710-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. However, as seen 
in panel 1.4, this gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene 
may play a role in other central nervous system disorders such as Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

General screening panel vl.4 Summary: Ag3512 Highest expression of the CG597 10-01 
gene is detected in a sample derived from abreast cancer cell line (CT=25.3). Therefore, 
expression of this gene could be used in distinguishing this sample from other samples in the 
panel. Overall, expression of this gene appears to be associated with the cancer cell lines 
suggesting a role for this gene product in cellular growth and proliferation. Specifically, 
significant expression of this gene is associated with CNS cancer, colon cancer, gastric cancer, 
renal cancer, lung cancer, breast cancer, ovarian cancer, and melanoma cancer cell lines. 
Therefore, therapeutic modulation of the activity of this gene or its protein product might be 
beneficial in the treatment of these cancers. 

Panel 4.1D Summary: Ag3512 Results from one experiment with the CG59710-01 gene are 
not included. The amp plot indicates that there were experimental difficulties with this run. 

CH. CG59754-02 and CG59754-01: DOWN SYNDROME CELL ADHESION 
MOLECULE 

Expression of gene CG59754-02 and variant CG59754-01 was assessed using the 
primer-probe set Agl305, described in Table CHA. 

Table CHA . Probe Name Agl305 



Primers 


Sequences 


w ~*d Start 
Length | Position 


SEQ ID 
NO: 


Forward 


5 * -gtgagcattgtgtctccagaa-3 ' 


21 | 291 


665 


Probe 


TET-5 ' -tttattacctaccacggcgggctgta-3 • - 


26 j 321 


666 



937 
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|tamra 


i I 


Reverse \s ' -tcctccttctgtacgtcagaga-3 * 


22 j 349 j 667 



Panel 4D Summary: Agl305 Expression of this gene is low/undetectable (CTs > 35) across 
all of the samples on this panel (data not shown). 

CI. CG59800-01: HEPARAN SULFATE D-GLUCOSAMINYL 3-0- 
SULFOTRANSFERASE-3B 



Expression of gene CG59800-01 was assessed using the primer-probe set Ag3589, 
described in Table CIA. 

Table CIA . Probe Name Ag3589 



Primers 


Sequences 


jLength 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -tacatacctgccctgtccatac-3 ' 


j 22 


88 


668 


Probe 


TET-5 ' -ctacatacctgccccgtccatacctg-3 ' - 
TAMRA 


j 26 


117 j 


669 


Reverse 


5 1 -gtatggacggggcaggtat-3 * 


1 19 


121 1 


670 



Results from Panels CNSneurodegenerationvl .0, 1 .4, 2.2, and 4. ID are not 
included. The amp plots corresponding to these runs suggest that there were experimental 
difficulties with these runs. 

CJ. CG59761-01: AXIN 1 (AXIS INHIBITION PROTEIN 1) (HAXIN) - 
isoforml, submitted to study DDSMT on 03/21/01 by cmiller; clone status=FIS; 
novelty=Novel; ORF start=97, ORF stop=2833, frame=l; 2949 bp. 

Expression of gene CG59761-01 was assessed using the primer-probe set Ag3577, 
described in Table CJA. Results of the RTQ-PCR runs are shown in Tables CJB, CJC and 
CJD. 

Table CJA . Probe Name Ag3577 



Primers 


Sequences 


Length 


Start 
Position 


i SEQ ID 

j NO: 


Forward 


5 ' -atacttgaagtgggctgagtca-3 ' 


22 


486 


1 671 


Probe 


TET-5 ' -cattccctgctggatgaccaagatg-3 ' - 
TAMRA 


25 


511 


] 


Reverse 


5 ' -aggaaagtcctgaacaggctta-3 ' 


22 


539 


| 673 



Table CJB . CNS_neurodegeneration_vl.O 
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Tissue Name 


Rel. Exp.(%) Ag3577, 
Run 210642177 


Tissue Name 


Rel. Exp.(%) Ag3577, 
Run 210642177 


AD 1 Hippo 


26.1 


Control (Path) 3 


7.5 


AD 2 Hippo 


20.6 


Control (Path) 4 

i cm p orai v^ix 


26.8 


AJj j nippo 


in r 






AD 4 Hippo 


9.1 


(Missing) 


0.0 


AD 5 hippo 


86.5 


AD 3 Occipital Ctx 


12.3 


AD 6 Hippo 


48.3 


AD 4 Occipital Ctx 


18.9 


v^omroi z nippu 


"71 8 
/.l.o 






Control 4 Hippo 


16.6 


AD 6 Occipital Ctx 


34.4 


Control (Path) 3 
Hippo 


4.7 


Control 1 Occipital 
Ctx 


6.2 


AD 1 Temporal Ctx j 


25.7 


Control 2 Occipital 
Ctx 


57.4 


AD 2 Temporal Ctx \ 


28.3 


Control 3 Occipital 
Ctx 


13.4 


AD 3 Temporal Ctx ; 


14.5 


Control 4 Occipital 
Ctx 


8.7 


AD 4 Temporal Ctx 


19.8 


Control (Path) 1 
Occipital Ctx 


62.4 


AD 5 Inf Temporal 

Ctx | 


100.0 


Control (Path) 2 
Occipital Ctx 


10.5 


AD 5 SupTemporal 
Ctx 


44.1 


Control (Path) 3 
Occipital Ctx 


5.3 


AD 6 Inf Temporal 
Ctx 


48.3 


Control (Path) 4 
Occipital Ctx 


20.4 


AD 6 Sup Temporal ; 
Ctx 


47.0 


Control 1 Parietal 
Ctx 


15.9 


Control 1 Temporal ] 
Ctx 


11.6 


Control 2 Parietal 
Ctx 


54.3 


Control 2 Temporal j 
Ctx 


35.1 


Control 3 Panetal 
Ctx 


15.5 


Control 3 Temporal ; 

Ctx I 


14.6 


Control (Path) 1 
Parietal Ctx 


43.5 


Control 4 Temporal \ 
Ctx 


12.9 


Control (Path) 2 
Parietal Ctx 


21.3 


Control (ratn) 1 
Temporal Ctx 


47.0 


Control (ratnj 3 
Parietal Ctx 


7.0 


Control (Path) 2 
Temporal Ctx 


28.5 


Control (Path) 4 
Parietal Ctx 


39.0 



Table CJC . General_screening_panel_vl.4 
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Tissue Name 


ReL Exp.(%) Ag3577, 

ttiin 71 71/117ft7 


Tissue Name 


Rel. Exp.(%) Ag3577, 

Dun 71 71/117117 

KUI1 ZHdHjZoZ 


Adipose 


2.8 


Renal ca. TK-10 


35.4 


Melanoma* 

H5Uoo^/\J. 1 


13.9 


Bladder 


13.3 


Melanoma* 


13.7 


Gastric ca. (liver met.) 

MPT XJ£7 


70.7 


Melanoma* M14 


28.5 


Gastric ca. KATO EI 


100.0 


Melanoma* 
LOXIMVI 


21.2 


Colon ca. SW-948 


15.0 


Melanoma* SK- 


24.3 


Colon ca. SW480 


43.5 


Squamous cell 

OOTYMTlrtmO ^ I* ~A 

cdrcinonid oV^V^-H 


23.2 


Colon ca * (SW480 

lUQl) jWOZU 


47.6 


Tactic Pr*rkl 


(\ A. 


Pnlori XJT7Q 

v^oion ca. nizy 


7A 7 


rrosiaic ca. ^uone 
met) PC-3 


32.3 


Colon ca. HCT-116 


27.2 


Prostate Pool 


5.1 


Colon ca. CaCo-2 


35.4 


r lacenia 


A 7 


uoion cancer tissue 


1.3.1 


Uterus Pool 


2.8 


Colon ca. SW1116 


14.2 


Ovarian ca. 
OVCAR-3 


12.5 


Colon ca. Colo-205 


10.1 


Ovanan ca. SK-OV- 
3 


56.6 


Colon ca. SW-48 


21.8 


Ovarian ca. 
OVCAR-4 


11.4 


Colon Pool 


10.7 


Ovarian ca. 
OVCAR-5 


42.0 


Small Intestine Pool 


10.4 


Ovanan ca. IGROV- 

i 
i 


12.9 


Stomach Pool 


5.6 


fl\7QT1Qn /*0 

wvajidii ca. 
OVCAR-8 


13.1 


Bone Marrow Pool 


5.2 


Ovary 


7 ^ 


reiai xiean 


7 ^ 


orcasi ca. ivi^r-/ 


7Q ^ 


xiean rooi 


,4 n 

4.U 


J-J t*o opt /*o AAll A ; 
DLCdbl Cd. lVIJ_^/\- ■ 

MB-231 


32.3 


Lymph Node Pool 


12.7 


Breast ca. BT 549 


30.1 


Fetal Skeletal Muscle 


3.6 


Breast ca. T47D 


75.3 


Skeletal Muscle Pool 


10.6 


OlcdSl Cd. IVLLv/Y-fN 


Zl.O 


opieen rooi 


1.3 


Breast Pool 


12.3 


Thymus Pool 


13.9 


Trachea 


10.8 


CIMb cancer (gho/astro) 
U87-MG 


10.7 


Lung 


1.8 v ! 


CNS cancer (glio/astro) 
U-118-MG 


42.9 
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Fetal Lung 


16.0 


ICNS cancer 
j(neuro;met) SK-N-AS 


25.3 


Lungca. NCI-N417 


7.0 


jCNS cancer (astro) SF- 
|539 


6.0 


Lung ca. LX-1 


79.0 


CNS cancer (astro) 
|SNB-75 


34.2 


Lung ca. NCI-H146 | 


12.3 


jCNS cancer (glio) 


13.8 


Lung ca. SHP-77 


29.1 


iv-ino cancer ^gno^ jr- 
|295 


28.1 


Lung ca. A549 


29.1 


|Brain (Amygdala) Pool 


5.3 


T una ca NCT-HS26 i 


7 A 


IDIalll ^LCrcuCllUIIi J 








LDXain ^IGldlJ 


Zl.j 


Lung ca. NCI-H460 j 


23.3 


iBrain (Hippocampus) 


5.4 


T una ra HOP-6? 


7 8 
/ .o 






Lung ca. NCI-H522 


28.5 


Drain ^oUDSianua mgraj 
Pool 


6.6 


Liver 


0.9 


Brain (Thalamus) Pool 


8.1 


Fetal Liver 


12.5 


Brain (whole) 


11.6 


Liver ca. HepG2 ! 


26.8 


Spinal Cord Pool 


5.1 


Kidney Pool 


14.1 


Adrenal Gland 


10.1 


Fetal Kidney 


7.2 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


13.6 


Salivary Gland 


5.9 


Renal ca. A498 


7.9 


Thyroid (female) 


5.3 


Renal ca. ACHN j 


22.1 


Pancreatic ca. CAPAN2 


30.8 


Renal ca. UO-31 j 


17.7 


Pancreas Pool 


13.9 



Table CJD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3577, Run 
169851850 


Tissue Name 


Rel. Exp.(%) 
Ag3577, Run 
169851850 


Secondary Thl act 


50.0 


HUVEC IL-lbeta 


37.9 


Secondary Th2 act 


57.0 


HUVEC IFN gamma 


25.5 


Secondary Trl act 


71.2 


HUVEC TNF alpha + IFN 
gamma 


35.8 


Secondary Thl rest 


29.5 


HUVEC TNF alpha + IL4 


36.9 


Secondary Th2 rest 


58.2 


HUVEC IL-11 


14.6 


Secondary Trl rest i 


55.1 


Lung Microvascular EC 
none 


48.0 


Primary Thl act 


62.9 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


45.7 


Primary Th2 act 


61.6 


Microvascular Dermal EC 


27.5 
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none 




Primary Trl act 


60.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


24.1 


Primary Thl rest 


50.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


39.2 


Primary Th2 rest 


61.1 


Small airway epithelium 
none 


20.4 


Primary Trl rest 


85.3 


Small airway epithelium 
TNFalpha + IL-lbeta 


57.8 


CD45RA CD4 
lymphocyte act | 


47.6 


Coronery artery SMC rest 


13.9 


CD45RO CD4 
lymphocyte act 


58.6 


Coronery artery SMC 
llNraipna + lL-lbeta 


12.9 


CD8 lymphocyte act 


55.5 


Astrocytes rest 


16.8 


Secondary CD8 
lymphocyte rest 


51.4 


Astrocytes TNFalpha + 
IL-lbeta 


18.7 


Secondary CD8 
lymphocyte act 


31.0 


KU-8 12 (Basophil) rest 


37.1 


CD4 lymphocyte none ; 


33.2 


KU-812 (Basophil) 
PMA/ionomycin 


64.2 


2ryThl/Th2/Trl_anti- \ 

CT\GZ r y U'\ 1 

CJJy j Url 1 1 


54.3 


CCD 1106 (Keratinocytes) ; 
none 


48.0 


LAK cells rest 


52.1 


cujj 1 1 uo {jveratinocytes ) 
TNFalpha + IL-lbeta 


43.8 


TAT/- TT »"* 

LAK cells 1L-2 


50.3 


T 11 rot* o i i*f 1^ f\ rift 

iviver ciirnosis 


/.J 


LAK cells IL-2+IL- 12 \ 


47.0 


JNUi-jizyz none 


JU.o 


LAK cells IL-2+IFN 
gamma 


62.9 


NCI-H292 IL-4 


60.3 


T A l/" TT TT 1 O 

LAK Cells LL-2+ IL-lo 


61.1 


XTPl T-fOOO TT O 


TO O 

IL.L 


LAK cells 
PMA/ionomycin 


95.9 


NCI-H292 IL-13 


57.8 


JNK Cells 1L-2 rest 


100.0 


XTPT T-TOOO TEXT nommo 

iNui-rizyz It in gamma 




Two Way MLR 3 day 


74.7 


T-XD A "C/^ *B H A 

xir AiiL/ none 


zi.U 


Two Way MLR 5 day 


50.7 


HPAECTNF alpha + IL-1 
beta 


33.4 


1 wo Way MLR 7 day 


21.9 


Lung fibroblast none 


i < i 

1 j.i 


PBMC rest 


58.2 


Lung fibroblast TNF alpha 
+ IL-1 beta 


17.4 


rBML r WM 


46.7 


Lung fibroblast IL-4 


23.7 


PBMC PHA-L 


29.9 


Lung fibroblast IL-9 


TO 1 

Zy.5 


Ramos (B cell) none 


39.2 


Lung fibroblast IL-13 


30.4 


Ramos (B cell) j 
ionomycin 


42.6 


Lung fibroblast IFN 
gamma 


36.3 


B lymphocytes PWM 


31.9 


Dermal fibroblast 
CCD1070 rest 


47.3 
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B lymphocytes CD40L 
and IL-4 


49.7 


Dermal fibroblast 
CCD 1070 TNF alpha 


94.6 


EOL-1 dbcAMP 


59.5 


Dermal fibroblast 

Pmift7ft TT -1 fi*»ta 
V^V^ly 1 v / VJ 1_L/ - 1 DCut 


20.6 


POT 1 HhrAA/TP 

PMA/ionomycin 


55.1 


Dprm q 1 fil^T*/iV\lQct TT7M 
J^cnildl liurooiaol IT IN 

gamma 


25.0 


jLicnuriiii/ Cwiio nunc 


*T / .U 


UCIIUal IlDrOUlaol II^-'t 






41 J 


Tlprm q 1 T7 1 r\"fY\r\l Q cto vt*ot 
LsCillldl riDlUDlaola iCsl 




Uvllulllll/ CCllo tU 111" 

CD40 


62.4 


Neutrophils TNFa+LPS 


10.2 


Monocytes rest j 


50.3 


Neutrophils rest 


28.9 


Monocytes LPS 


63.7 


Colon 


20.2 


Macrophages rest 


46.0 


Lung 


21.9 


Macrophages LPS 


27.7 


Thymus 


57.0 


HUVEC none 


15.8 


Kidney 


15.8 


HUVEC starved 


29.9 







CNS_neurodegeneration_vl.O Summary: Ag3577 This panel confirms the expression of 
the CG59671-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. As seen in panel 
1.4, this gene is expressed at low levels throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a 
role in other central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 

General screening panel vl.4 Summary: Ag3577 Highest expression of the CG59671-01 
gene is detected in a gastric cancer cell line sample (CTs=27.3). In addition, significant 
expression of this gene is associated with clusters of cell lines derived from ovarian cancer, 
breast cancer, and gastric cancer. Therefore, expression of this gene might be used to 
differentiate between these samples and other samples on this panel and as a marker for these 
cancers. The CG59671-01 gene encodes an Axin 1 protein, which is known play an important 
role in Wnt signalling transduction pathway. The Wnt/Wingless signaling transduction 
pathway plays an important role in both embryonic development and tumorigenesis. Beta- 
Catenin, a key component of the Wnt signaling pathway, interacts with the TCF/LEF family of 
transcription factors and activates transcription of Wnt target genes. A number of proteins 
such as the tumor suppressor APC and Axin are also involved in the regulation of the Wnt 
signaling pathway. Furthermore, mutations in APC or beta-catenin have been found to be 
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responsible for the genesis of human cancers (Akiyama T, 2000). Recently, Dahmen et al. 
(2001) have shown presence of a single somatic point mutation in exon I (Pro255Ser) and 
deletion of seven large of AXIN1 (12%) in 86 medulloblastoma (MB) samples and 1 1 MB cell 
lines. Therefore, AXIN1 may play a role as tumor suppressor gene in MBs, Furthermore, 
therapeutic modulation of the activity of this gene or its protein product might be beneficial in 
the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also expressed in all regions of the CNS examined. Please see Panel 
CNS_neurodegeneration_vl .0 for discussion of utility of this gene in the central nervous 
system. 

References: 

1. Akiyama T. (2000) Wnt/beta-catenin signaling. Cytokine Growth Factor Rev 
ll(4):273-82. 

2. Dahmen RP, Koch A, Denkhaus D, Tonn JC, Sorensen N, Berthold F, Behrens J, 
Birchmeier W, Wiestler OD, Pietsch T. (2001) Deletions of AXIN1, a component of the 
WNT/wingless pathway, in sporadic medulloblastomas. Cancer Res 2001 Oct 1;61(19):7039- 
43 

Panel 4.1D Summary: Ag3577 Highest expression of the CG59671-01 gene is detected in 
resting NK Cells IL-2 cells (CTs=28.3). In addition, this gene is expressed at high to moderate 
levels in a wide range of cell types of significance in the immune response in health and 
disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. Therefore, 
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modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 

CK CG59708-01 and CG59708-02 and CG59708-03: Ubiquitin carboxyl-terminal 
hydrolase 21 

Expression of gene CG59708-01, full length clone CG59708-03 and variant CG59708- 
02 was assessed using the primer-probe set Ag3 51 1, described in Table CKA. Results of the 
RTQ-PCR runs are shown in Tables CKB, CKC and CKD. Please note that CG59708-03 
represents a full-length physical clone of the CG59708-01 gene, validating the prediction of 
the gene sequence. 



Table CKA . Probe Name Ag351 1 



Primers 


Sequences 


Lengthj 


Start 
Position 


| SEQID 
J NO: 


Forward 


5 1 -acccaaaagggtagtagaacga-3 ' 


22 | 


2431 


j 674 


Probe 


TET-5 * -cccttctggaacagtttgcagataaa-3 ' - 
TAMRA 


26 1 


2454 


| 675 


Reverse 


5 1 -gccaccttcataatgctgatt-3 ' 


"21 | 


2503 


j 676 



Table CKB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3511, 
Run 210499621 


Tissue Name 


Rel. Exp.(%) Ag3511, 
Run 210499621 


AD 1 Hippo 


8.2 


Control (Path) 3 
Temporal Ctx 


4.1 


AD 2 Hippo 


17.9 i 


Control (Path) 4 
Temporal Ctx 


32.1 


AD 3 Hippo 


6.0 


AD 1 Occipital Ctx 


17.7 


AD 4 Hippo 


4.1 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


87.1 


AD 3 Occipital Ctx 


3.1 


AD 6 Hippo 


52.5 


AD 4 Occipital Ctx 


20.0 


Control 2 Hippo 


13.0 


AD 5 Occipital Ctx 


22.4 


Control 4 Hippo 


6.4 


AD 6 Occipital Ctx 


21.6 


Control (Path) 3 
Hippo 


3.4 


Control 1 Occipital 
Ctx 


2.5 


AD I Temporal Ctx 


15.0 


Control 2 Occipital 


39.5 
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Ctx 




AD 2 Temporal Ctx 


22.7 


Control 3 Occipital 
Ctx 


18.6 


AD 3 Temporal Ctx 


4.5 


Control 4 Occipital 
Ctx 


3.8 


AD 4 Temporal Ctx 


20.0 


Control (Path) l 
Occipital Ctx 


61.6 


AD 5 Inf Temporal ■ 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


10.4 


AD 5 Sup Temporal 
Ctx 


36.6 | 


Control (Path) 3 
Occipital Ctx 


2.4 


AD 6 Inf Temporal 
Ctx 


46.7 j 


Control (Path) 4 
Occipital Ctx 


14.1 


AD 6 Sup Temporal 
Ctx 


58.6 


Control 1 Parietal 
Ctx 


5.3 


Control 1 Temporal 
Ctx 


5.6 


Control 2 Parietal 
Ctx 


47.0 


Control 2 Temporal 
Ctx 


20.2 


Control 3 Parietal 
Ctx 


14.7 


Control 3 Temporal 
Ctx 


15.8 


Control (Path) 1 
Parietal Ctx 


57.4 


Control 3 Temporal 
Ctx 


6.1 


Control (Path) 2 
Parietal Ctx 


27.4 


L-ontroi (ratnj i 
Temporal Ctx 


50.0 


L/Ontrol (ratn) 3 
Parietal Ctx 


2.2 


Control (Path) 2 
Temporal Ctx 


33.2 


Control (Path) 4 
Parietal Ctx 


37.1 



Table CKC . General_screening_panel_vL4 



Tissue Name 


jRel. Exp.(%)Ag3511, 
| Run 217240774 


Tissue Name 


Rel. Exp.(%) Ag3511, 
Run 217240774 


Adipose 


j 4.9 


Renal ca. TK-10 


18.4 


Melanoma* 
Hs688(A).T 




Bladder 


9.3 


Melanoma* 
Hs688(B).T 


j 12.8 


Gastric ca. (liver met.) 
NCI-N87 


24.3 


Melanoma* M14 


j 20.6 


Gastric ca. KATO III 


100.0 


Melanoma* 
LOXIMVI 


| 9.1 


Colon ca. SW-948 


4.7 


Melanoma* SK- 
MEL-5 


j 26.6 j 


Colon ca. SW480 


63.7 


Squamous cell 
carcinoma SCC-4 


| 14.3 


Colon ca.* (SW480 
met) SW620 


26.1 


Testis Pool 


I 63 


Colon ca. HT29 


17.4 
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met) PC-3 


" 43.5 


Colon ca. HCT-1 16 


24.3 


Prostate Pool 


6.6 


Colon ca. CaCo-2 


54.7 


r IdLCIlLa 


ft 7 


i^oion cancer tissue 


o.o 


Uterus Pool 


4.4 


Colon ca. SW1116 


4.8 


Ovarian ca. 
OVCAR-3 


11.7 


Colon ca. Colo-205 


2.0 


Ovanan ca. SK-OV- 
3 


45.1 


Colon ca. SW-48 


4.0 


Ovanan ca. 
OVCAR-4 


17.9 


Colon Pool 


13.0 


Ovarian ca. 
OVCAR-5 


26.1 


Small Intestine Pool 


14.1 


Ovanan ca. IGROV- 
t 


12.5 


Stomach Pool 


7.2 


Vdllali ta. 

OVCAR-8 


10.2 


Bone Marrow Pool 


6.5 


Ovarv 


7 S 


FCld.1 nCdi I 


77 7 




0 7 


ncdxi x^ooi 


1Q 1 


Dlvaal i/a. iViiy/A. 

MB-231 


47.0 


Lymph Node Pool 


14.5 


Breast ca. BT 549 


58.2 


Fetal Skeletal Muscle 


34.9 


Breast ca. T47D 


44.1 


Skeletal Muscle Pool 


45.1 


Rr*»£ict cvk K4T^ A XT 
OlCoSl Ca. lVLL//\-iN 


10 Q 


V *\ 1 A Alt Tl A A 1 

opieen .rooi 


Q O 


Breast Pool ! 


15.2 


Thymus Pool 


13.0 


Trachea 


7.1 


CNS cancer (gho/astro) 
U87-MG 


2.6 


Lung 


3.8 


CNS cancer (glio/astro) 
U-118-MG 


33.4 


Fetal Lung 


27.5 


CNS cancer 
(neuro;met) SK-N-AS 


8.5 


Lungca. NCI-N417 


2.5 


CNS cancer (astro) SF- 
539 


11.6 


Lungca. LX-1 


24.0 


CNS cancer (astro) 
SNB-75 


31.6 


Lung ca. NCI-H146 


3.2 


CNS cancer (glio) 


12.1 


Lung ca. SHP-77 


13.0 


vyiNo cancer ^gnoj or- 
295 


40.9 


Lung ca. A549 


18.9 


Brain (Amygdala) Pool 


4.7 


Luneca NCI-H526 


20 6 




12 0 


Lungca.NCI-H23 : 


23.5 


Brain (fetal) 


10.7 


Lungca.NCI-H460 


10.5 


Brain (Hippocampus) 
Pool 


3.8 
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Lung ca. HOP-62 j 10.2 


i^ereorai ^>onex x^ooi 




Lung ca. NCI-H522 


21.8 


wain (puDStantia nigraj 
Pool 


3.2 


Liver 


1.6 


Brain (Thalamus) Pool 


8.0 


Fetal Liver 


10.9 


Brain (whole) 


5.0 


Liver ca Henfi2 


7.2 


Spinal Cord Pool 


3.8 


Kidnev Pool 


16.3 


Adrenal Gland 


5.0 


J. t'tul iViUllvV 


16 1 


Pituitary gland Pool 


3.0 


Renal ca. 786-0 


11.3 


Salivarv Gland 


3.1 


Renal ca. A498 


4.2 


Thyroid (female) 


3.1 


Renal ca. ACHN 


10.2 


Pancreatic ca. CAPAN2 


25.0 • 


Renal ca.UO-31 


17.1 


Pancreas Pool 


13.0 


Table CKD. Panel 4D 


Tissue Name 


Rel. Exp.(%) 
Ag3511,Run 
166407112 


Tissue Name 


Rel. Exp.(%) 
Ag3511, Run 
166407112 


Secondary Thl act 


26.6 


HUVEC IL-lbeta 


14.8 


Secondary Th2 act 


31.6 


HUVEC IFN gamma 


16.8 


Secondary Trl act j 


33.7 


HUVEC TNF alpha + FN 
gamma 


9.7 


Secondary Thl rest 


22.8 


HUVEC TNF alpha + IL4 


9.1 


Secondary Th2 rest 


17.2 


HUVEC IL-1 1 


9.9 


Secondary Trl rest 


20.3 


Lung Microvascular EC 
none 


13.2 


Primary Thl act 


10.4 


Lung Microvascular EC 
TNFalpha+IL-lbeta 


8.3 


Primary Th2 act 


17.2 


Microvascular Dermal EC 
none 


22.7 


Primary Trl act 


25.7 


Microsvasular Dermal EC \ 
TNFalpha + IL-lbeta 


11.9 


Primary Thl rest 


57.4 


Bronchial epithelium 
TNFalpha + ILlbeta 


8.0 


Primary Th2 rest 


28.1 


Small airway epithelium 
none 


3.7 


Primary Trl rest 


15.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


24.3 


CD45RA CD4 
lymphocyte act 


11.0 


Coronery artery SMC rest 


11.9 


CD45RO CD4 
lymphocyte act 


28.1 


Coronery artery SMC 
TNFalpha+IL-lbeta 


7.6 


CD8 lymphocyte act 


19.2 


Astrocytes rest 


10.6 


Secondary CD8 


15.3 


Astrocytes TNFalpha + 


12.4 
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lymphocyte rest 




IL-Ibeta 




Secondary CD8 
lymphocyte act 


203 


KU-812 (Basophil) rest 


20.2 


CD4 lymphocyte none 


8.4 


KU-812 (Basophil) 
PMA/ionomycin 


46.7 


2ry Thl/Th2/Trl_anti- 


24.8 


CCD 1106 (Keratinocytes) 
none 


12.6 


LAK cells rest 


12.2 


K^KsU i 1 uo ^jveraiinocyies ) 
TNFalpha + IL-lbeta 


53.2 


T AK r<»1k TT.-9 

LATV L/C lib JLlyZ 


4Q ^ 


T 1 \7 AT* /> 1 T*T" r* AC1C 


7 7 

/. / 


T AV rpllc TT -9-f-TT -19 


97 *\ 


Lupus Kiuncy 


Q 7 

y. i 


LAK cells IL-2+EFN 

g all U 114 


47.6 

f _ 


NCI-H292 none 


59.5 


y AV rf»1k IT -9+ TT -1 R 


IS A 

JJ.*T 


MPT T-DQO TT A 


1 An ft 
1UU.U 


T Al£ rpllc 

PMA/ionomycin 


3.6 


NCI-H292 IL-9 


69.7 


NK Cells IL-2 rest 


46.0 


NCI-H292 IL-13 


46.7 


Two Wav MT R "3 dav 

l vvu vv ay 1V1-L/XV j udjr 


24 7 


NPT-TT9Q9 TRIM ffiimmn 
in vyi-n.zyz. ix in gdiiiina 


*\(\ fx 
jD.O 


Two Wav MT R S Hav 


99 1 


rii ael nunc 


1 1 8 

1 1 .0 


Two Way MLR 7 day 


13.9 


HPAECTNF alpha + IL-1 

Dcla 


12.9 


i OlvlV^ I Cot 


1 ^ n 


T lifter TinrnKloct nstitA 

idling noroDiasi none 


1 ^ ^ 


PBMCPWM 


17.3 


T linn -fiKf/^Kloct TXTT? o1r-*V»o 

lyiing iiDroDiasi i iNr aipna 
+ IL-l beta 


31.9 




1 1 7 


T l ir*i rr ti r\tr/^1^1 net TT A 

Lvung iiDiooiasi 


y.o 


Ramos (B cell) none 


19.8 


Lung fibroblast IL-9 


7.4 


Ramos (B cell) 
ionomycin 


18.2 


Lung fibroblast IL-13 


6.3 


B lymphocytes PWM 


37.1 


Lung fibroblast IFN 
gamma 


10.4 


B lymphocytes CD40L 
andIL-4 


34.6 


Dermal fibroblast 
CCD 1070 rest 


23.7 


EOL-1 dbcAMP 


14.4 


Dermal fibroblast 
CCD1070 TNFalpha 


75.8 


EOL-1 dbcAMP 

PTV^ A /i AtiATn\/nM 

x lvxfv iunumytin 


21.6 


Dermal fibroblast 

\^1/U1U/U 1L--1 DC la 


18.7 


Dendritic cells none 


10.8 


Dermal fibroblast IFN 

gonund 


5.6 


jjcnonnc ecus Lr o 


1 1 K 


jjermai nDroDiasi 


11 1 


J-SCllUIllll' l/CIld Ollll- 

CD40 


14.4 


IBD Colitis 2 


5.3 


Monocytes rest 


11.6 


BD Crohn's 


6.0 


Monocytes LPS 


7.6 


Colon 


52.9 


Macrophages rest 


20.3 


Lung 


9.7 
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Macrophages LPS j 15.0 


Thymus 


16.3 


HUVECnone J 16.8 


Kidney 


19.9 


HUVEC starved j 29.9 







CNS_neurodegeneration_vLO Summary: Ag351 1 This panel confirms the expression of 
CG59708-01 gene at low levels in the brain in an independent group of individuals. However, 
no differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. However, as seen in panel 1.4, 
this gene is expressed at low levels throughout the CNS, including in amygdala, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene may play a 
role in other central nervous system disorders such as Parkinson's disease, epilepsy, multiple 
sclerosis, schizophrenia and depression. 

General_screening_panel_vL4 Summary: Ag351 1 Highest expression of the CG59708-01 
is detected in a gastric cancer cell line sample (CT=27.1). Thus, expression of this gene can be 
used to distinguish this sample from other samples in this panel. In addition, high levels of 
expression of this gene are associated with breast cancer, ovarian cancer, and gastric cancer 
cell lines. Therefore, therapeutic modulation of the activity of this gene or its protein product 
might be beneficial in the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also expressed at moderate to low levels in all regions of the CNS 
examined. Please see Panel CNS_neurodegeneration_vl.O for discussion of utility of this gene 
in the central nervous system. 

Panel 4D Summary: Ag351 1 Highest expression of the CG59708-O1 gene is detected in a 
IL-4 treated NCI-H292 sample (CT=26.4). In addition, this gene is expressed at high to 
moderate levels in a wide range of cell types of significance in the immune response in health 
and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
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fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screeningjanel_vl.5 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CL, CG59559-01: CPSase-related 

Expression of gene CG59559-01 was assessed using the primer-probe set Ag3469, 
described in Table CLA. Results of the RTQ-PCR runs are shown in Tables CLB, CLC and 
CLD. 



Table CLA . Probe Name Ag3469 



Primers 


Sequences 


Len thl Start 
8 j Position 


SEQ ID 

NO: 


Forward 


5 ' -tccagtcggatcaattctattg-3 ' 


22 ] 1213 


677 


Probe 


TET-5 • -attcagatgtcccctcatcagcccat-3 1 - 
TAMRA 


26 1 1237 


678 


Reverse i 


5 1 -aattgtcttcgacgaagaaacc-3 ' 


22 | 1266 


679 



Table CLB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 210376662 


Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 210376662 


AD 1 Hippo 


23.5 


Control (Path) 3 
Temporal Ctx 


13.9 


AD 2 Hippo 


31.0 


Control (Path) 4 
Temporal Ctx 


35.6 


AD 3 Hippo 


17.1 


AD 1 Occipital Ctx 


8.1 


AD 4 Hippo 


23.0 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


21.0 


AD 3 Occipital Ctx 


2.0 


AD 6 Hippo 


69.3 


AD 4 Occipital Ctx 


25.9 


Control 2 Hippo 


56.6 


AD 5 Occipital Ctx 


31.9 


Control 4 Hippo 


52.5 


AD 6 Occipital Ctx 


10.4 


Control (Path) 3 


7.5 


Control 1 Occipital 


3.3 
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Hippo 




Ctx 




AD 1 Temporal Ctx 


39.8 


Control 2 Occipital 
Ctx 


42.6 


AD 2 Temporal Ctx 


35.8 


Control 3 Occipital 
Ctx 


10.7 


AD 3 Temporal Ctx 


12.2 


Control 4 Occipital 
Ctx 


17.6 


AD 4 Temporal Ctx 


30.1 


Control (Path) 1 
Occipital Ctx 


59.0 


AD 5 Inf Temporal 
Ctx 


37.6 


Control (Path) 2 
Occipital Ctx 


14.6 


AD 5 Sup Temporal 
Ctx 


33.4 


Control (Path) 3 
Occipital Ctx 


0.0 


AD 6 Inf Temporal 
Ctx 


52.1 


Control (Path) 4 
Occipital Ctx 


10.6 


AD 6 Sup Temporal 
Ctx 


31.0 


Control 1 Parietal 
Ctx 


9.1 


Control 1 Temporal 
Ctx 


12.7 


Control 2 Parietal 
Ctx 


28.5 


Control 2 Temporal 
Ctx 


31.4 


Control 3 Parietal 
Ctx 


17.2 


Control 3 Temporal 
Ctx 


36.3 


Control (Path) 1 
Parietal Ctx 


64.2 


Control 3 Temporal 
Ctx 


16.8 


Control (Path) 2 
Parietal Ctx 


25.7 


control ^ratnj i 
Temporal Ctx 


100.0 


Control (Path) 3 
Parietal Ctx 


1.3 


Control (Path) 2 
Temporal Ctx 


62.4 


Control (Path) 4 
Parietal Ctx 


55.9 



Table CLC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 217119419 


Tissue Name 


Rel. Exp.(%) Ag3469, 
Run 217119419 


Adipose 


3.8 


Renal ca. TK-10 


7.1 


Melanoma* 
Hs688(A).T 


9.2 


Bladder 


5.7 


Melanoma* 
Hs688(B).T 


4.7 


Gastric ca. (liver met.) 
NCI-N87 


4.9 


Melanoma* M14 


0.1 


Gastric ca. KATO III 


1.0 


Melanoma* 
LOXIMVI 


0.8 


Colon ca. SW-948 


0.8 


Melanoma* SK- 
MEL-5 


2.3 


Colon ca. SW480 


0.0 


Squamous cell 


1.9 ' 


Colon ca * (SW480 


5.1 
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carcinoma SCC-4 j 


metl SW620 




lestis rOOl 


S 1 

1 -J _ 


Colon ca HT29 


R 9 


rrostate ca. (Done 
met) PC-3 


3.6 


Colon ca. HCT-116 


0.7 


Prostate Pool 


1.8 


Colon ca. CaCo-2 


8.1 


Placenta 


1.4 


f'rtlfvn f k at\e % ^r Hcciif 
V_/U1U11 UoollC 




Uterus Pool 


2.7 


Colon ca. SW1116 


0.3 


Ovarian ca. 
OVCAR-3 


7.9 


Colon ca. Colo-205 


1.6 


Ovarian ca. SK-OV- 
3 


11.3 j 


Colon ca. SW-48 


0.9 


Ovarian ca. 
OVCAR-4 


0.8 


Colon Pool 


10.4 


Ovarian ca. 
OVCAR-5 


9.2 


Small Intestine Pool 


3.6 


Ovarian ca. IGROV- 

1 
1 


5.5 


Stomach Pool 


2.7 


Ovarian ca. 


2.0 


Bone Marrow Pool 


6.3 


Ovary 


10. / 




0 0 


tsreast ca. Jvu^r - / 


ii.o 


FLwal I ruui 


J.O 


tsreasi ca. jvlua- 
MB-231 


4.0 


Lymph Node Pool 


11.9 


Breast ca. BT 549 


3.7 


Fetal Skeletal Muscle 


0.4 


oreasi ca. i h id , 




Skeletal Muscle Pool 


0.5 


Breast ca. MDA-N 


0.1 


ojJiccii ruui 


10 7 
1 is. / 


Breast Pool 


11.3 


Thymus Pool 


7.5 


Trachea 


3.8 


CNS cancer (gho/astro) 
U87-MG 


10.2 


Lung 


9.3 


CNS cancer (gho/astro) 
U-118-MG 


1.3 


Fetal Lung 


3.8 


CNS cancer 
(neuro;met) SK-N-AS 


0.1 


Lungca.NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


3.0 


Lung ca. LX-1 


13.8 


CNS cancer (astro) 
SNB-75 


10.8 


Lungca. NCI-H146 


0.1 


CNS cancer (glio) 


4.9 


Lung ca. SHP-77 


6.0 

J 


\>/iNo Cancer ^giioj or - 
295 


21.0 


Lung ca. A549 


100.0 


Brain (Amygdala) Pool 


1.1 


Lungca. NCI-H526 


0.0 


Brain (cerebellum) 


2.0 


Lungca.NCI-H23 


0.1 


Brain (fetal) 


1.2 
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Lungca.NCI-H460 


8.9 


Brain (Hippocampus) 

rOOl 


1.1 


T liner no. 




i^ereorai i^onex rooi 




Lung ca. NCI-H522 


4.2 


Drain (oUDSiantia nigra j 
Pool 


1.3 


Liver 


0.6 


Brain (Thalamus) Pool 


1.2 


Fetal Liver 


1.8 


Brain (whole) 


1.1 


Liver ca. HepG2 


1.5 


Spinal Cord Pool 


1.9 


Kidney Pool 


8.8 


Adrenal Gland 


26.8 


Fetal Kidney 


3.7 


Pituitary eland Pool 


0.5 


Renal ca. 786-0 


3.9 


Salivary Gland 


1.3 


Renal ca. A498 


10.5 


Thyroid (female) 


0.7 


Renal ca. ACHN 


6.2 


Pancreatic ca. CAPAN2 


20.2 


Renal ca.UO-31 


6.3 


Pancreas Pool 


9.6 



Table CLP. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3469, Run 
169839390 


Tissue Name 


Rel. Exp.(%) 
Ag3469, Run 
169839390 


Secondary Thl act 


19.2 


HUVEC IL-lbeta 


1.3 


Secondary Th2 act 


25.2 


HUVEC IFN gamma 


6.2 


Secondary Trl act 


14.4 


HUVEC TNF alpha + IFN 
gamma 


1.3 


Secondary Thl rest 


26.1 


HUVEC TNF alpha +IL4 


1.1 


Secondary Th2 rest 


46.3 


HUVEC IL-11 


1.1 


Secondary Trl rest 


36.6 


Lung Microvascular EC 
none 


0.7 


Primary Thl act 


13.6 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.4 


Primary Th2 act 


27.7 


Microvascular Dermal EC 
none 


0.1 


Primary Trl act 


15.2 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


46.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


5.8 


Primary Th2 rest 


44.4 


Small airway epithelium 
none 


2.0 


Primary Trl rest 


45.1 


Small airway epithelium 
TNFalpha + IL-lbeta 


6.9 


CD45RA CD4 
lymphocyte act 


25.2 


Coronery artery SMC rest 


3.1 


CD45RO CD4 
lymphocyte act 


67.8 


Coronery artery SMC 
TNFalpha + IL-lbeta 


3.4 
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CD8 lymphocyte act 


59.5 


Astrocytes rest 


j 1.4 


Secondary CD8 
lymphocyte rest 


47.0 


Astrocytes TNFalpha + 
IL-lbeta 


1 32 


Secondary CD8 
lymphocyte act 


38.4 


KU-812 (Basophil) rest 


| 3.0 


CD4 lymphocyte none 


61.1 


KU-812 (Basophil) 
PMA/ionomycin 


| 6.4 


2ry Thl/Th2/Trl_anti- 
pno^ phi 1 


27.2 


CCD 1 106 (Keratinocytes) 

none 


3.8 

\ „ — 


LAK cells rest 


50.7 


1 1 uo ^iveraiinocyies ) 
TNFalpha + IL-lbeta 


5.2 


J AV ppIIc TT 0 

l-r/VTV CCllS 1L^-Z 


JO.7 


Liver ci miosis 


1 1 A 


T AV r*Mc TT 04-TT 10 


AO f\ 


iNCi-rizyz none 


1 50 


LAK cells IL-2+IFN 

gdlllllld 


59.5 


NCI-H292 IL-4 


5.5 


T A1C tHIq TT -?4- TT -1 R 


Jo.L 


MPT TT O 


O.o 


i-</VJV ecus 

PMA/ionomycin 


65.5 


NCI-H292IL-13 


6.7 


V^Clld lLj-£. real 




MPT TT9Q9 TT7XJ oomma 

iNv^i-nzyz ir in gamnia 


o.U 


i wo w ay ivii^xv j udy 




TTPAThP nnno 

nr /\el none 


z. / 


Two Way MLR 5 day 


25.2 


HPAEC TNF alpha + IL-1 
beta 


3.3 


i wo w ay ivii^xv / aay 


4z.o 


Lung fibroblast none 




PBMC rest 


23.5 


Lung fibroblast TNF alpha 
-f- IL-1 beta 


1.1 


PBMC PWM 


37.4 


Lung fibroblast IL-4 


0.7 






L*ung uDroDiasi i.L-y 


1 1 


Ramos (B cell) none 


1.8 


Lung fibroblast IL-13 


0.7 


Ramos (B cell) 
ionomycin 


2.5 


Lung fibroblast IFN 
gamma 


0.3 


B lymphocytes PWM 


26.8 


Dermal fibroblast 
CCD 1070 rest 


7.7 


B lymphocytes CD40L 
and IL-4 


100.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


36.9 


EOL-1 dbcAMP 


2.7 


Dermal fibroblast 

PrntA7rtTT 1 Koto 

LLuiu/u LL-i oeta 


5.5 


POT 1 AUr* A A/TP 

PMA/ionomycin 


0.5 


Dermal iiDrobiast irlN 
gamma 


0.7 


Dendritic cells none 


lu.4 


Dermal iibroolast IL-4 


3.7 


ucnunuc CcllS LfO 




Dermal Fibroblasts rest 




Dendritic cells anti- 

v VllUllllV Wilt} CU 111 

CD40 


4.2 


Neutrophils TNFa+LPS 


0.8 


Monocytes rest 


1.7 


Neutrophils rest 


3.2 


Monocytes LPS 


2.6 


Colon 


4.4 
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Macrophages rest 


5.6 


Lung 


5.0 


Macrophages LPS 


2.6 


Thymus 


6.9 


HUVEC none 


0.7 


Kidney 


2.0 


HUVEC starved 


1.6 







CNS_neurodegeneration_vl.O Summary: Ag3469 This panel confirms the expression of 
the CG59559-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. However, as seen 
in panel 1.4, this gene is expressed at low levels throughout the CNS, including in amygdala, 
substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, this gene 
may play a role in other central nervous system disorders such as Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

General screening panel vl. 4 Summary: Ag3469 Highest expression of the CG59559-01 
gene is detected in sample derived from a lung cancer cell line (CT=25.6). Thus, expression of 
this gene can be used to distinguish this sample from other samples used in this panel. 
Furthermore, significant expression of this gene is associated with pancreatic cancer, CNS 
cancer and breast cancer cell lines. Therefore, therapeutic modulation of the activity of this 
gene or its protein product might be beneficial in the treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed in pituitary, adipose, 
adrenal gland, pancreas, thyroid, and adult and fetal skeletal muscle, heart, and liver. This 
widespread expression among these tissues suggests that this gene product may play a role in 
normal neuroendocrine and metabolic and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

This gene is also expressed at low but significant levels in all regions of the CNS 
examined. Please see Panel CNS_neurodegeneration_vl.O for discussion of utility of this gene 
in the central nervous system. 

Panel 4.1D Summary: Ag3469 Highest expression of the CG59559-01 gene is detected in 
sample derived CD40L and EL-4 treated B lymphocytes (CT=27.2). FurShermore, this gene is 
expressed at significant levels in a wide range of cell types of significance in the immune 
response in health and disease. These cells include members of the T-cell, B-cell, endothelial 
cell, and peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell 
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types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. Therefore, modulation of the 
gene product with a functional therapeutic may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CM. CG59669-01 : C ARBONYL REDUCTASE 

Expression of gene CG59669-01 was assessed using the primer-probe set Ag3505, 
described in Table CMA. 

Table CMA . Probe Name Ag3505 



Primers 


Sequences 


Lengthjstart Position 


SEQID 
NO: 


Forward 


5 ' -ccgggtcccagaatctagt-3 1 


19 J 4 


680 


Probe 


TET-5 ' -cctacgccacggttttgaccacg-3 ' -TAMRA 


23 | 23 


681 


Reverse 


5 ' -gacacacggaccacctgat-3 ' 


19 j 74 


682 



CNS_neurodegeneration_vLO Summary: Ag3505 Expression of the CG59669-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screeningj>anel_vl.4 Summary: Ag3505 Results from one experiment with the 
CG59669-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

Panel 4.1D Summary: Ag3505 Expression of the CG59669-01 gene is low/undetectable 
(CTs > 35) across all of the samples on this panel due to a probable probe or chemistry failure 
(data not shown). 

Panel 5 Islet Summary: Ag3505 Expression of the CG59669-01 gene is low/undetectable 
(CTs > 35) across all of the samples on this panel (data not shown). 

CN. CG59679-01: CARBONYL REDUCTASE 

Expression of gene CG59679-01 was assessed using the primer-probe set Ag3507, 
described in Table CNA. 

957 



WO 02/072757 
Table CNA . Probe Name Ag3507 



PCTYUS02/06908 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -gactggagctaataagggcatt-3 ' 


22 


130 


683 


Probe 


TET-5 ' -tcgtgacctgtgtcagcaattctcag-3 ' - 
TAMRA 


26 


166 


684 


Reverse 


5 ■ -gtgcagtgagcaccacatc-3 ' 


19 


194 


685 



CNS_neurodegeneration_vLO Summary: Ag3507 Expression of the CG59679-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

General_screening_panel_vl.4 Summary: Ag3507 Expression of the CG59679-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 

Panel 4*1D Summary: Ag3507 Expression of the CG59679-01 gene is low/undetectable 
(CTs > 35) across all of the samples on this panel (data not shown). The data suggest that there 
may have been experimental difficulties with this run. 

Panel 5 Islet Summary: Ag3507 Expression of CG59679-01 gene is low/undetectable (CTs 
> 35) across all of the samples on this panel (data not shown). 

CO. CG59644-01 : Putative protein phosphatase 

Expression of gene CG59644-01 was assessed using the primer-probe set Ag3503, 
described in Table COA. Results of the RTQ-PCR runs are shown in Tables COB, COC and 
COD. 

Table COA . Probe Name Ag3503 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 1 -tcgtacctagtaatcccattgg-3 • 


22 


410 


763 


Probe 


TET-5 ' -ccacaagctactgtgagttgctgcaa-3 1 - 
TAMRA 


26 


440 


764 


Reverse 


5 ■ -ctaccgagcaaagggactttat-3 ' 


22 


467 


765 



Table COB . CNS neurodegeneration vl.O 



Tissue Name 



Rel. Exp.(%) Ag3503, 
Run 210938272 



Tissue Name 



Rel. Exp.(%) Ag3503, 
Run 210938272 
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AD 1 Hippo 


22.1 


A ft /^V if \ A 

Control (Path) 3 
lemporoi l^ia 


5.7 


AD 2 Hippo 


29.1 


Control (Path) 4 

lemporai \^ia 


25.3 


r\U J XlippO 


1U.O 


/\JJ 1 wCCipilal V^IX 


Zl.O 


AD 4 Hippo 


9.4 


ajj z uccipiiai Vxix 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


8.9 


AD 6 Hippo 


80.7 


AD 4 Occipital Ctx 


22.8 


control l xiippo 


01 fi 

z /.u 


j\u d uccipiuu \six 


ZO.o 


Control 4 Hippo 


11.4 


AD 6 Occipital Ctx 


56.6 


Control (Path) 3 
Hippo 


11.3 


Control 1 Occipital 
Ctx 


5.6 


AD 1 Temporal Ctx 


18.9 


Control 2 Occipital 
Ctx 


93.3 


AD 2 Temporal Ctx 


29.5 


Control 3 Occipital 
Ctx 


15.8 


AD 3 Temporal Ctx 


7.2 


Control 4 Occipital 
Ctx 


6.1 


AD 4 Temporal Ctx 


19.3 


Control (Path) 1 
Occipital Ctx 


80.1 


AD 5 Inf Temporal 
Ctx 


73.2 


Control (Path) 2 
Occipital Ctx 


7.5 


AD 5 SupTemporal 
Ctx 


49.0 


Control (Path) 3 
Occipital Ctx 


5.9 


AD 6 Inf Temporal 
Ctx 


68.8 


Control (Path) 4 
Occipital Ctx 


14.5 


AD 6 Sup Temporal 
Ctx 


66.0 


Control 1 Parietal 
Ctx 


7.6 


Control 1 Temporal 
Ctx 


4.4 


Control 2 Parietal 
Ctx 


29.1 


Control 2 Temporal 
Ctx 


53.2 


Control 3 Parietal 
Ctx 


26.6 


Control 3 Temporal 
Ctx 


9.7 


Control (Path) 1 
Parietal Ctx 


95.9 


Control 4 Temporal j 
Ctx 


11.3 


Control (Path) 2 
Parietal Ctx 


22.5 


Control (Path) 1 
Temporal Ctx 


48.0 


Control (Path) 3 
Parietal Ctx 


6.8 


Control (Path) 2 
Temporal Ctx 


22.2 


Control (Path) 4 
Parietal Ctx 


49.7 



Table COC . General_screening_panel_vl.4 



Tissue Name 



Rel. Exp.(%) Ag3503, 



Tissue Name 



Rel. Exp.(%) Ag3503, 
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Run 2171^1685 




R im 717HH5JK 
IVUD XI /l JlUoj 


Adipose 


12.9 


Renal ca. TK-10 


26.8 


Melanoma* 
Hs688fAi T 


7.7 


Bladder 


22.1 


Melanoma* 
Hs688fR^ T 


11.0 


Gastric ca. (liver met.) 
NCT-N87 


63.7 


Melanoma* M14 


25.0 


Gastric ca. KATO m 


66.0 


Melanoma* 
LOXIMVI 


25.9 


Colon ca. SW-948 


16.4 


Melanoma* SK- 
MEL-5 


69.3 


Colon ca. SW480 


37.4 


Squamous cell 
carcinoma SPP-4 


18.9 


Colon ca.*(SW480 


24.8 


Testis Pool 


n o 


Cnlon ra HT2Q 


1 ^ 7 


ProQtatp cfl * fhon** 

met) PC-3 


51.8 


Colon ca. HCT-116 


60.3 


Prostate Pool 


6.9 


Colon ca. CaCo-2 


25.7 


Placenta 

X luvvlllu 


7 1 


(~*r\\nY\ fatiPAf ticciif* 
l^UlUll L/OllUCl llaoUC 




Uterus Pool 


5.9 


Colon ca. SW1116 


8.2 


Ovarian ca. 
OVCAR-3 


14.0 


Colon ca. Colo-205 


9.2 


(J van an ca. SK-OV- 

3 ! 


90.8 


Colon ca. SW-48 


5.8 


Ovarian ca. 
OVCAR-4 


12.5 


Colon Pool 


17.4 


Ovarian ca. 
OVCAR-5 


34.2 


Small Intestine Pool 


15.7 


Ovanan ca. IGROV- 
1 


33.0 


Stomach Pool 


6.6 


Ovarian ca 
OVCAR-8 


17.6 


Bone Marrow Pool 


6.4 


Ovarv 

V-/ v cu y 


7 R 




1 7 1 


Breast ca MCF-7 


1 S 0 


XxCall ruui 


17 7 


Breast ca \4T) A- 
MB-231 


55.1 


Lymph Node Pool 


17.6 


Breast ca. BT 549 


19.8 


Fetal Skeletal Muscle 


4.8 


Breast ca. T47D 


66.9 


Skeletal Muscle Pool 


100.0 


Breast ca MDA-N 


i 


opiccii ruoi 


1 9 ^ 


Breast Pool 


17.6 


Thymus Pool 


14.2 


Trachea 


28.7 


CNS cancer (glio/astro) 
U87-MG 


42.9 


Lung 


3.0 


CNS cancer (glio/astro) 
U-118-MG 


55.1 


Fetal Lung 


18.8 \ 


CNS cancer 


30.6 
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(neuro;met) SK-N-AS j 


Lung ca. NCI-N417 


9.1 


CNS cancer (astro) SF- 
539 


12.2 


Lung ca. LX-1 


41.2 


CNS cancer (astro) 
SNB-75 


22.4 


Lung ca. NCI-H146 


7.0 


CNS cancer (glio) 


36.3 


Lung ca. SHP-77 


26.8 


LIN a cancer (glioj Sr- 
295 


50.7 


Lung ca. A549 


24.8 


bram (Amygdala) rooi 


12.4 


T una ra 


o.VJ 


Brain (cerebellum) 


14.0 


T lino pa NPT-H?^ 




Brain (fetal) 


10.2 


Lung ca. NCI-H460 


29.7 


Brain (Hippocampus) 

rOOl 


13.8 






Cerebral Lortex rool 


17.2 


Lung ca. NCI-H522 


19.9 


Brain (Substantia nigra) 
Pool 


19.1 


Liver 


2.9 


Brain fThalamus^ Pool 


18 4 


Fetal Liver 


10.4 


Brain f wholes 


15.7 


Liver ca. HepG2 


14.2 


Sninal C!ord Pool 


10 9 


Kidney Pool 


23.8 


Adrenal Crland 


25 7 


Fetal Kidney 


10.4 


Pituitary gland Pool 


3.9 


Renal ca. 786-0 


12.3. 


Salivary Gland 


11.1 


Renal ca. A498 j 


3.7 


Thyroid (female) 


4.4 


Renal ca. ACHN 


27.9 j 


Pancreatic ca. CAPAN2 


15.0 


Renal ca.UO-31 


12.0 jPancreas Pool 


17.1 



Table COD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3503, Run 
166441943 


Tissue Name 


Rel. Exp.(%) 
Ag3S03, Run 
166441943 


Secondary Thl act 


54.3 


HUVEC IL-lbeta 


20.4 


Secondary Th2 act 


52.5 


HUVEC IFN gamma 


14.6 


Secondary Trl act 


61.1 


HUVEC TNF alpha + IFN 
gamma 


16.0 


Secondary Thl rest 


34.6 


HUVEC TNF alpha + IL4 


24.8 


Secondary Th2 rest 


20.0 


HUVEC IL-11 


6.6 


Secondary Trl rest 


23.0 


Lung Microvascular EC 
none 


12.9 


Primary Thl act 


39.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


17.4 


Primary Th2 act 


59.9 


Microvascular Dermal EC 
none 


21.6 
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Primary Trl act 


92.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


20.2 


Primary Thl rest 


94.6 


Bronchial epithelium 
TNFalpha + ILlbeta 


17.7 


Primary Th2 rest 


31.4 


Small airway epithelium 
none 


7.9 


Primary Trl rest 


32.8 


Small airway epithelium 
TNFalpha + IL-lbeta 


53.6 


CD45RA CD4 
lympnucyie 


44.1 


Coronery artery SMC rest 


7.7 


CD45RO CD4 


65.5 


Coronery artery SMC 

TWFnlnVin + TT -1 hf*ta 


8.3 


CD8 lymphocyte act 


68.3 


Astrocytes rest 


11.7 


Secondary CD8 
lymphocyte rest 


68.8 


Astrocytes TNFalpha + 
IL-lbeta 


21.9 


Secondary CD8 
lymphocyte act 


40.1 


KU-812 (Basophil) rest 


12.1 


CD4 lymphocyte none 


20.9 


KU-812 (Basophil) 
PMA/ionomycin 


42.6 


2ry Thl/Th2/Trl_anti- 

V_^J-/J7w' Will 1 


40.9 


CCD 1106 (Keratinocytes) 

UVJllw 


21.0 


LAK cells rest 


22.7 \ 


Cmi 106 flCpratinnrvteo* 

V/V/L/l 1 \J\J 1 Ivwl allllUL' V ICD 1 : 

TNFalpha + IL-lbeta 


72.2 


T AV r^lk TT -9 
ccila ll^^Z. 


Aft 7 


L^lVCl L/lIIIlUoio 




T AIT rpllc TT -94-TT 1 9 




T utrtiic lfiriT*t^\/ 

JLfUpiib Kiuiicy 


\f\ 7 


LAK cells IL-2+EFN 

gdlllllla 


68.8 


NCI-H292 none 


33.0 


T rf»11c TT .9-1- TT 1 5* 
l_/r\Jv Leila ii-f*Z • LLj- I O 


^7 £ 
*> /.o 


>JPT TT909 TT A 




T A1C ppIIq 

PMA/ionomycin 


100.0 


NCI-H292 IL-9 


35.4 


NK Cells IL-2 rest 


32.8 


NCI-H292 IL-13 


24.8 


1WU VV ay lvll^Iv j Uajr 


AO Q 


NPT-H9Q9 TFM aamma 


99 S 


i WO W dy IVlLyXV D udy 




rii none 


119 


Two Way MLR 7 day 


33.7 


HPAEC TNF alpha + IL-1 

UCla 


27.9 


A IJlVlV-/ I Col 




T lino ri r\TV\r\1 q ct r\nt"i a 
J-fUilg IlUIUUlaol IlUJtC 


10 fx 


PBMC PWM 


54.0 


i>ung iiDroDiasi i int aipnd 
+ IL-l beta 


25.5 




90 6 


T iinn firwrtrtlacf TT A 
i^ung IlurODldSl 1 *T 


1 1 fi 


Ramos (B cell) none 


56.3 


Lung fibroblast IL-9 


5.4 


Ramos (B cell) 
ionomvein 


38.4 


Lung fibroblast IL-13 


8.5 


B lymphocytes PWM 


44.8 


Lung fibroblast IFN 
gamma 


11.7 


B lymphocytes CD40L 


42.9 


Dermal fibroblast 


16.4 



962 



WO 02/072757 



PCT/US02/06908 



andIL-4 




CCD 1070 rest 




EOL-1 dbcAMP 


18.2 


Dermal fibroblast 
CCD 1070 TNF alpha 


56.3 


EOL-1 d be AMP 


30.4 


Dermal fibroblast 

TPD1 07fl TT .1 hpta 


14.4 


Dendritic cells none 


31.2 


Dermal fibroblast IFN 

gal I U 11a 


14.5 


Dendritic cells LPS 


40 Q 


r^pimal fiVviYVHIact TT —A. 


90 1 


OpnHritir pp!1<i anti- 

CD40 


31.2 


BD Colitis 2 


13.7 


Monocytes rest 


50.0 


IBD Crohn's 


11.6 


Monocytes LPS 


31.0 


Colon 


70.7 


Macrophages rest \ 


26.4 


Lung 


17.1 


Macrophages LPS 


28.9 


Thymus 


29.3 


HUVEC none 


22.2 


Kidney 


40.1 


HUVEC starved 


25.3 







CNS_neurodegeneration_vl.O Summary: Ag3503 This panel confirms the expression of 
this gene at low levels in the brains of an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screening_panel_vl.4 Summary: Ag3503 Expression of the CG59644-01 gene is 
highest in adult skeletal muscle (CT = 25.5). Interestingly, expression of this gene is much 
lower in fetal skeletal muscle (CT = 29.9), suggesting that expression of this gene may be used 
to distinguish adult and fetal skeletal muscle. 

The CG59644-01 gene encodes a protein with homology to protein phosphatases. This 
gene is expressed at high to moderate levels in the majority of samples on this panel. 
However, expression of this gene appears to be higher in cancer cell lines when compared to 
normal adult tissues. This observation is consistent with the potential role for this gene product 
in cell survival and proliferation. 

In addition, this gene is expressed at high levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 
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Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

Panel 4D Summary: Ag3503 This gene is expressed at high to moderate levels in a wide 
range of cell types of significance in the immune response in health and disease. These cells 
include T cells, B cells, endothelial cells, macrophages, monocytes, dendritic cells, basophils, 
eosinophils and peripheral blood mononuclear cells, as well as epithelial and fibroblast cell 
types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in General_screening_panel_vl.5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, therapeutic modulation of the 
activity of this gene or its protein product may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CP. CG59662-01: Cyclophilin 

Expression of gene CG59662-01 was assessed using the primer-probe set Ag3504, 
described in Table CPA. Results of the RTQ-PCR runs are shown in Tables CPB and CPC. 

Table CPA . Probe Name Ag3504 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ggtcaaccacaccatgttctt-3 ' 


21 \ 


22 


686 


Probe 


TET-5 ' -cttggaccacgtctcctttgagctg-3 1 - 
TAMRA ; 


25 


67 


687 


Reverse 


5 * -tctttggaaacttttctgcaaa-3 ' 


22 


92 


688 



Table CPB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3504, 
Run 217236170 


Tissue Name 


Rel. Exp.(%) Ag3504, 
Run 217236170 
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Adipose 


0.5 


Renal ca. TK-10 


0.4 


Melanoma* 
Hs688fA^ T 

J. iouou^/k j. i 


1.0 


Bladder 


0.6 


Melanoma* 


0.4 


Gastric ca. (liver met.) 
NCT-NR7 


4.8 


Melanoma* M14 


100.0 


Gastric ca. KATO HI 


14.2 


Melanoma* 
LOXIMVI 


3.9 


Colon ca. SW-948 


2.3 


Melanoma* SK- 
MEL-5 


4.9 


Colon ca. SW480 


12.9 


Squamous cell 


47.6 


Colon ca.*(SW480 

H1CIJ O W \J£.\J 


0.3 


Tactic Pnnl 
i Co Lid ruui 


7 7 


Pnlnn ra HT7Q 




Prnstatp pa * fV\riY\ <=* 

met) PC-3 


3.1 


Colon ca.HCT-1 16 


l.l 


Prostate Pool 


5.7 


Colon ca. CaCo-2 


11.6 


Placenta 


5 0 


fnlnn cancer tissue 

\_/tJlVJll 1/OilVvl llOOilv/ 


7 fi 


Uterus Pool 


2.2 


Colon ca. SW1116 


1.5 


Ovarian ca. 
OVCAR-3 


20.6 


Colon ca. Colo-205 


11.7 


Ovarian ca. SK-OV- 
3 


6.3 


Colon ca. SW-48 


6.2 


Ovarian ca. 
OVCAR-4 


1.5 


Colon Pool 


4.7 


Ovarian ca. 
OVCAR-5 


10.2 


Small Intestine Pool 


2.5 


Ovarian ca. IuROV- 

i 
i 


0.6 


Stomach Pool 


5.8 


Ovarian pa 

OVCAR-8 


0.7 


Bone Marrow Pool 


1.2 


Ovarv 
\j v cu y 


7 7 


X^Cldl XI Col l 


T 


Breast ea MPF-7 


1 0 


Hpart Pnnl 


7 7 


Breast ca MDA- 
MB-231 


4.0 


Lymph Node Pool 


11.8 


Breast ca. BT 549 


5.6 


Fetal Skeletal Muscle 


0.9 


Breast ca. T47D 


15.0 


Skeletal Muscle Pool 


32.3 


Breast ra K/fDA-M 


17 7 




7 n 


Breast Pool 


0.9 


Thymus Pool 


9.3 


Trachea 


2.0 : 


CNS cancer (glio/astro) 
U87-MG 


1.0 


Lung 


16.3 


CNS cancer (glio/astro) 
U-118-MG 


3.3 


Fetal Lung 


42.0 


CNS cancer 
(neuro;met) SK-N-AS 


6.2 
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Lung ca. NCI-N417 


3.6 


CNS cancer (astro) SF- 
539 


2.3 


Lung ca, LX-1 


0.7 


CNS cancer (astro) 
SNB-75 


12.7 


Lung ca. NCI-H146 


5.1 


CNS cancer (glio) 


4.1 


Lung ca. SHP-77 


17.6 


v^ino i/oiivcr ygiiijj or- 
295 


0.7 


Lung ca. A549 


19.9 


Brain (Amygdala) Pool 


3.3 


T uneea NCT-HS26 
inking td. iiv^i"hjau 




LjI dill ^l/dGUCUUIIlJ 




T una ca NCT-H21 

idling vd. v^i riiij 






ft 0 


Lungca.NCI-H460 


3.8 


Brain (Hippocampus) 

i oui 


16.3 


T lino rn HOP.fi') 
>LrUHg Ca. nur *oz 


n 7 


ere oral v^onex x^ooi 




Lungca. NCI-H522 I 


1.5 


Pool 


4.6 


Liver 


1.2 


Brain (Thalamus) Pool 


9.0 


Fetal Liver 


17.2 


Brain (whole) 


1.4 


Liver ca. HepG2 


1.2 


Spinal Cord Pool 


11.6 


Kidney Pool 


5,1 


Adrenal Gland 


0.3 


Fetal Kidney 


7.1 


Pituitary gland Pool 


3.9 


Renal ca. 786-0 




1.2 


Salivary Gland 


1.2 


Renal ca. A498 


2.4 


Thyroid (female) 


5.5 


Renal ca. ACHN 




1.2 j 


Pancreatic ca. CAPAN2 


0.6 


Renal ca. UO-31 




2.5 


Pancreas Pool 


8.8 


Table CPC. Panel 4D 


Tissue Name 


Rel. Exp.(%) 
Ag3504, Run 
166407168 


Tissue Name 


Rel. Exp.(%) 
Ag3504, Run 
166407168 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 


0.0 
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TNFalpha + IL-lbeta 




Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


/-<T\ ACT) A /T\ A 

CD45RA CD4 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 

lArmnnrt/^A/t"** apt 
lyilipilUCyiC al/l 


0.0 


Coronery artery SMC 

TXTPalnno -1- TT 1 Koto 

i iNraipna • jjl- i oeia 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0,0 


KU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-8 12 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- : 
PDQS PH1 1 

V_/l-/J7^ V_/l 1 1 1 


0.0 


CCD 1106 (Keratinocytes) 

n/M*i/* 

nunc 


0.0 


LAK cells rest 


0.0 


v^v^jl/ i iuu ^ivcraiinovyLcb^ 
TNFalpha + IL-lbeta 


0.0 


LAK cells TT -2 


\J.\J 


T ii/^r r* i ttVi acic 
XwiVwi l/llIllUMo 


1 fin n 
1UU.U 


LAK celk TT -2+TT -12 

J— /./1J.V V/wllO XXv ^ 1 XXv 1 ^ 


ft 0 


T llT\HO VlHtlPV 

iwupua Kiuncy 


ft n 
u.u 


LAK cells IL-2+IFN 


0.0 


NCI-H292 none 


0.0 


LAK cells IL-2+ TT -1 8 


0 0 


TMPT-H9Q2 TT -A 


n n 
u.u 


LAK celk ^ 
PMA/ionomycin 


0.0 


NCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 


NCI-H292 IL-13 


0.0 


Two Wav MT R 3 Hav 


ft ft 

U.U 


rN^i-rizyz irrN ganrma 


u.u 


Two Wav MT R S Hav 


u.u 


rix /vDv- none 


u.u 


Two Way MLR 7 day 


0.0 


HPAECTNF alpha + IL-1 

UCLd 


0.0 


PRMP rest 


0 ft 

u.u 


T lino ti r\tv\nl oci" n o 

i^ung lioruuiasi none 


n ft 
u.u 


PBMC PWM 


0.0 


T una flkrnVJaet TXfP alnha 
Idling HOrODlaSl 1 INF aipila 

+ IL-l beta 


0.0 


PBMC PHA-I 


0 0 

U.U 


T iincr "fin.rrtnloct TT A. 

i^ung xiuruuiddi iiwf-*f 


u.u 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM ; 


0.0 


Lung tiDrooiast irN 
gamma 


3.5 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


0.0 
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EOL-l dbcAMP 


0.0 


r\ i r»i k ^t_ 1 _ _a 

Dermal fibroblast 
CCD 1070 TNF alpha 


0.0 


EOL-l dbcAMP 
x lYLrv lunuiiiy Will 


0.0 


Dermal fibroblast 
fTD1070TL-l beta 


0.0 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 

^dlllllla 


2.7 


JL^tllUllUC Cell a i-fl^ O 




F^f^rmal fSh-rrxhlQct TT -A. 


0 0 


uenunuc ecus dim- 
CD40 


0.0 


IBD Colitis 2 


3.6 


Monocytes rest 


0.0 


EBD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


17.0 


Macrophages rest 


0.0 


Lung 


2.2 


Macrophages LPS 


0.0 


Thymus 


9.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3504 Expression of the CG59662-01 gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screeningjpanel_vl.4 Summary: Ag3504 The CG59662-01 gene is expressed at 
low levels in the majority of samples on this panel, with highest expression in a melanoma cell 
line (CT = 30). The CG5 9662-01 gene encodes a protein with homology to cyclophiliri, a 
specific high-affinity binding protein for the immunosuppressant agent cyclosporin A. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, thyroid, pituitary gland, skeletal muscle, heart, liver and the gastrointestinal 
tract. Therefore, therapeutic modulation of the activity of this gene may prove useful in the 
treatment of endocrine/metabolically related diseases, such as obesity and diabetes. 
Interestingly, this gene is expressed at higher levels in fetal liver (CT = 32.5) than in adult 
liver (CT = 364), suggesting that expression of this gene can be used to distinguish fetal and 
adult liver. 

In addition, this gene is expressed at low levels in some regions of the central nervous 
system, including amygdala, hippocampus, substantia nigra, thalamus, and spinal cord. 
Therefore, this gene may play a role in central nervous system disorders such as Alzheimer's 
disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

Panel 4D Summary: Ag3504 Significant expression of this gene is detected in a liver 
cirrhosis sample (CT = 34.4). Furthermore, expression of this gene is not detected at 
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significant levels in normal adult liver in Panel 1 .4, suggesting that its expression is unique to 
liver cirrhosis. This gene encodes a putative cyclophilin; therefore, small molecule 
therapeutics could reduce or inhibit fibrosis that occurs in liver cirrhosis. In addition, 
expression of this putative cyclophilin could also be used for the diagnosis of liver cirrhosis. 

CQ. CG59773-01: splice variant of myomegalin 

Expression of gene CG59773-01 was assessed using the primer-probe set Ag3580, 
described in Table CQA. Results of the RTQ-PCR runs are shown in Tables CQB, CQC and 
CQD. 



Table CPA . Probe Name Ag3580 



Primers 


Sequences 


Lengthj 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ■ -tggagttagttccggtttcc-3 ' 


20 j 


1647 


689 


Probe 


TET-5 ' -tgaaacccctttacaagacacctgtg-3 ' - 
TAMRA 


26 j 


1679 


690 


Reverse 


5 ' -ctgaaagctccaagggataact-3 ' 


22 j 


1705 


691 



Table COB . CNS_neurodegeneration_vl.O 



Tissue 
Name 


Rel. Exp.(%) 
Ag3580, Run 
210643837 


Rel. Exp.(%) 
Ag3580, Run 
224078543 


Tissue 
Name 


Rel. Exp.(%) 
Ag3580, Run 
210643837 


Rel. Exp.(%) 
Ag3580, Run 
224078543 


AD 1 Hippo 


28.9 


31.0 


Control 
(Path) 3 
Temporal 
Ctx 


5.9 


4,8 


AD 2 Hippo 


20.9 


19.9 


Control 
(Path) 4 
Temporal 
Ctx 


19.9 


19.2 


AD 3 Hippo 


10.7 


9.7 


AD 1 

Occipital 

Ctx 


26.1 


20.3 


AD 4 Hippo 


5.4 


4.4 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 Hippo 


100.0 


100.0 


AD 3 

Occipital 

Ctx 


9.9 


8.8 


AD 6 Hippo 


78.5 


62.4 


AD 4 


13.5 


13.2 
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Occipital 
Ctx 






Control 2 
Hippo 


15.3 


14.6 


AD 5 

Occipital 

Ctx 


19.6 


16.6 


Control 4 
Hippo 


13.5 


12.1 


AD 6 

Occipital 

Ctx 


18.4 


17.9 


Control 
(Path) 3 
Hippo 


7.6 


7.5 


Control 1 
Occipital 
Ctx 


2.3 


2.1 


AD 1 

Temporal 

Ctx 


38.2 


29.7 


Control 2 
Occipital 
Ctx 


31.2 


29.3 


AD 2 

Temporal 

Ctx 


24.8 


20.7 


Control 3 
Occipital 
Ctx 


10.5 


9.5 


AD 3 

Temporal 

Ctx 


13.2 


9.1 


Control 4 
Occipital 
Ctx 


7.7 


7.2 


AD 4 

Temporal 

Ctx 


16.5 


17.6 


Control 
(Path) 1 
Occipital 
Ctx 


47.6 


48.3 


AD5Inf 
Temporal 
Ctx 


89.5 


81.2 


Control 
(Path) 2 
Occipital \ 
Ctx 


8.0 


7.2 


AD 5 Sup 
Temporal 
Ctx 


66.0 


63.7 


Control 
(Path) 3 
Occipital 

Ctx j 


2.9 


2.3 


AD6Inf 
Temporal 
Ctx 


47.3 


45.1 


Control 
(Path) 4 
Occipital 
Ctx 


9.9 


9.1 


AD 6 Sup 
Temporal 
Ctx 


41.8 


38.4 


Control 1 j 
Parietal Ctx j 


5.4 


5.1 


Control 1 
Temporal 
Ctx 


4.6 


4.5 


Control 2 
Parietal Ctx 


67.8 


59.0 


Control 2 
Temporal 
Ctx 


l/.O 


14.5 


Control 3 
Parietal Ctx j 


9.8 


O A 

8.4 


Control 3 
Temporal 


9.0 


8.5 


Control 
(Path) 1 


40.6 


35.8 
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Ctx 






Parietal Ctx 






Control 3 
Temporal 
Ctx 


6.0 


5.9 


Control 
(Path) 2 
Parietal Ctx 


15.2 


14.1 


Control 
(Path) 1 
Temporal 
Ctx 


29.1 


27.4 


Control 
(Path) 3 
Parietal Ctx 1 

. — - -• 


4.9 


3.2 


Control 
(Path) 2 
Temporal 
Ctx 


22.1 


20.6 


Control 
(Path) 4 
Parietal Ctx 


24.1 


23.8 



Table COC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3580, 
Run 217423587 


j 

1 Tissue Name 


Rel. Exp.(%) Ag3580, 
Run 217423587 


Adipose 


20.7 


jRenalca. TK-10 


20.7 


Melanoma* 
Hs688(A).T 


76.8 


(Bladder 


15.7 


Melanoma* 
Hs688(B).T 


38.7 


iGastric ca. (liver met.) 
|NCI-N87 


50.0 


Melanoma* M14 


7.6 


Gastric ca. KATO III 

.,1 „ 


13.1 


Melanoma* 
LOXIMVI 


81.2 


lcolonca.SW-948 


5.8 


Melanoma* SK- 
MEL-5 


14.9 . 


jcolon ca. SW480 


12.9 


Squamous cell 
carcinoma SCC-4 


10.2 


Colon ca.* (SW480 
|met) SW620 


2.6 


Testis Pool 


4.5 


jcolon ca. HT29 


4.5 


Prostate ca.* (bone ! 
met) PC-3 


29.1 


Colon ca.HCT-1 16 


15.0 


Prostate Pool 


6.1 


JColon ca. CaCo-2 


29.7 


Placenta 


8.2 


jColon cancer tissue 


8.4 


Uterus Pool 


7.7 


(Colon ca. SW1116 


2.5 


Ovarian ca. 
OVCAR-3 


24.0 


Jcolon ca. Colo-205 


2.9 


Ovarian ca. SK-OV- 
3 


15.4 


jcolon ca. SW-48 


7.1 


Ovarian ca, 
OVCAR-4 


17.0 


jcolon Pool 


18.8 


Ovarian ca. 
OVCAR-5 


19.8 


jsmall Intestine Pool 


18.0 


Ovarian ca. IGROV- 
1 


15.1 


jstomach Pool 


7.4 
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Ovarian r.a 

OVCAR-8 


6.7 


Bone Marrow Pool 


9.9 


Ovarv 
v cli y 


4 4 


Fptfll Up art 


o n 


Breast ca MCF-7 


28 9 


Heart Pnnl 


R 2 


Rrea<it ra IVTDA- 
MB-231 


39.8 


Lymph Node Pool 


22.8 


Breast ca. BT 549 


13.9 


Fetal Skeletal Muscle 


6.8 


Breast ca. T47D 


49.0 


Skeletal Muscle Pool 


22.7 




7 fi 


opiccn ruui 


1Z. 1 


Breast Pool 


9.5 


Thymus Pool 


19.9 


Trachea 


15.0' 


CNS cancer (gho/astro) 
U87-MG 


35.1 


Lung 


4.0 


/WTO / 1 * / . \ 

CNS cancer (gho/astro) 
U-118-MG 


28.9 


Fetal Lung 


30.6 


CNS cancer 
(neuro;met) SK-N-AS 


3.4 


Lung ca. NCI-N417 


5.4 


CNS cancer (astro) SF- 
539 


13.4 


Lungca, LX-1 


6.6 


CNS cancer (astro) 
SNB-75 


57.4 


Lung ca. NCI-H146 


15.8 


/TV TO / 1* \ 

CNS cancer (glio) 

^MR-I 0 


9.0 


Lungca. SHP-77 


25.9 


V^JAJ3 LdllLCl iguoj or- 

295 


49.7 


Lung ca. A549 


4.2 


Brain (Amygdala) Pool 


15.9 


Lungca NCI-HS26 


7 fi 


orai 11 ^ccr CDciiurnj 


1UU.U 


Luneca NCI-H23 


SO 0 






Lungca.NCI-H460 


4.8 


Brain (Hippocampus) 

Pnnl 


16.0 


Lune ca HOP-62 


24 1 




Of* 1 


Lung ca. NCI-H522 


4.5 


Ri"£ifi i Vkiir^cf"Q"nt , i o tiioi*o\ 
XJlalll ^OUUolaJlllct lllgLeiJ 

Pool 


22.7 


Liver 


4.9 


Brain (Thalamus) Pool 


37.4 


Fetal Liver 


12.0 


Brain (whole) 


33.4 


Liver ca. HepG2 


11.1 ! 


Spinal Cord Pool 


34.4 


Kidney Pool 


54.0 


Adrenal Gland 


5.2 


Fetal Kidney 


40.3 


Pituitary gland Pool 


9.7 


Renal ca. 786-0 


13.9 


Salivary Gland 


3.4 


Renal ca. A498 


15.0 


Thyroid (female) 


5.3 


Renal ca. ACHN 


1 .6 i Pancreatic ca CAPAN2 


16.4 


Renal ca. UO-31 


10.2 Pancreas Pool 


17.2 



Table COD . Panel 4. ID 
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i issue iiame 


Rel. Exp.(%) 

AgJDoU, Kun 
169910382 


1 issue rxame 


I Rel. Exp.(%) 

1 AnlCQA T> ■■ n 

1 Agi3oU, KUD 

1 169910382 


oeconoary ini act 


Zo.,5 


ttt TKTXiC^ TT 1 Koto 


1 OQ < 

1 285 


occonaary xnz aci 




riuviiLy ir in gamma 


I 


Secondary Trl act 


34.2 


ttt TAAT^/^ TMT? olnVio -U TXT NT 

riuvcL iJNr aipna t lr In 
gamma 


I 30.1 


oeconoary ini rest 




ttt n/Tjp TXTC ol«Uo i TT /I 

riUVfcU lINr aipna + 1L4 


21 .1 


Secondary Th2 rest 


26.4 


HUVEC IL-11 


8.8 


Secondary Trl rest 


34.2 


Lung Microvascular EC 
none 


42.9 


Primary Thl act 


11.2 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


33.2 


Primary Th2 act 


10.8 


Microvascular Dermal EC 
none 


24.8 


Primary Trl act 


11.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


20.7 


Primary Thl rest 


32.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


18.6 


Primary Th2 rest 


31.2 


Small airway epithelium 
none 


8.2 


Primary Trl rest 


24.1 


Small airway epithelium 
TNFalpha + IL-lbeta 


10.7 


CD45RA CD4 
lyiiipxiucyic dti 


50.0 


Coronery artery SMC rest 


10.7 


CD45RO CD4 

lympnouyic aci 


25.5 


Coronery artery SMC 
i iNraipna + il,- i oeta 


15.6 


CD8 lymphocyte act 


18.8 


Astrocytes rest 


14.1 


Secondary CD8 
lymphocyte rest 


16.3 


Astrocytes TNFalpha + 
IL-lbeta 


13.0 


Secondary CD8 
lymphocyte act 


16.3 


KU-812 (Basophil) rest 


4.0 


CD4 lymphocyte none 


22.4 


KU-812 (Basophil) 
PMA/ionomycin 


7.8 


2ry Thl/Th2/Trl_anti- 


47.6 


CCD1 106 (Keratinocytes) 
none 


24.3 


LAK cells rest 


24.1 


lAJJi lUo (Keratinocytes) 
TNFalpha + IL-lbeta 


26.4 


L,J\J\. ceils IL-Z 


01 0 

Zl.o 


Liver cirrhosis 


12.0 


i^/VIV CC11S LLf-Z i liv-IZ 


01 0 


iN^i-rizyz none 


y.o 


LAK cells IL-2+IFN 
gamma 


29.1 


NCI-H292 IL-4 


15.5 


LAK cells IL-2+IL- 18 


32.5 


NCI-H292 IL-9 


26.2 


LAK cells 
PMA/ionomycin 


35.8 


NCI-H292 IL-13 


15.3 
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MK" fVllc TT -9 rf»«t 


16 1 

ZU, 1 


WPT-H9Q9 TFN Pamma 


1 A 0 


Twr* Wflv MT R ^ Hav 

l vy\j vv <* y ivj. j_/J.\. j uay 


JJ.O 


HP AFC nnne 




Two Way MLR 5 day 


19.5 


HPAEC TNF alpha + IL-1 

IViPta 
jUCld 


31.9 


i wo w dy iviLviv / udy 




IT utior ii V\T*r\V\ I act n/vnp 
ll^UIlg llDiUUldol HUnC 


Jl.O 


PBMC rest 


15.8 


IJLrlUlg llDlODldbL llMT Uipfla 

|+ IL-1 beta 


44.8 


PBMC PWM 


16.0 


|Lung fibroblast IL-4 


32.8 




Ij.j 


IT lino fikrrthlact TT Q 


^1 A 


Ramos (B cell) none 


16.8 


(Lung fibroblast IL-1 3 


29.9 


Ramos (B cell) 
ionomycin 


15.9 


It c* i ii a. Tn\T 

Lung fibroblast IFN 
gamma 


27.7 


B lymphocytes PWM 


14.4 


Dermal fibroblast 
CCD 1070 rest 


38.4 


B lymphocytes CD40L 
and IL-4 


16.3 


iDermal fibroblast 
CCD1070 TNF alpha 


100.0 


EOL-l dbcAMP | 


5.6 


Dermal fibroblast 

PPT* 1070 TT -1 hpta 


48.3 


FOT -1 Hhr AMP 

PMA/ionomycin 


29.3 


LL/cniidi iiurooidsi ix in 

gamma 


11.0 


J_S 1111 111 C-fcllO lHJllC 




T^PTmsil fir\tvVKlQct TT —A 


99 7 


Dpnrlritir ppIIq T 


14 4 


JL/wlllldl PlUIUUldolo I Col 


1 8 8 
lo.o 


T^pnHnti/* /*p11o or^ti _ 
LyCIlUilLlu wCllo oil 11- 

CD40 


13.5 


Neutrophils TNFa+LPS 


1.7 


Monocytes rest 


12.3 

.... 


Neutrophils rest 


2.6 


Monocytes LPS 


62.9 




Colon 


15.8 


Macrophages rest 


18.4 


Lung 


15.6 


Macrophages LPS 1 


15.3 


Thymus 


21.8 


HUVEC none 


12.6 


Kidney 


46.3 


HUVEC starved 


17.0 







CNS_neurodegeneration_vl.O Summary: Ag3580 Results from two experiments using the 
same probe/primer set are in excellent agreement. This panel confirms the expression of this 
gene at high to moderate levels in the brains of an independent group of individuals. This gene 
is found to be upregulated in the temporal cortex of Alzheimer's disease patients. Therefore, 
therapeutic modulation of this gene or its protein product may be used to decrease neuronal 
death and treat Alzheimer's disease. 

General_screening_panel_vl.4 Summary: Ag3580 The CG59773-01 gene encodes a splice 
variant of the myomegalin protein, which is a component of the golgi/centrosome and interacts 
with a cyclic nucleotide phosphodiesterase (ref. 1). Expression of the CG59773-01 gene is 
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highest in the cerebellum (CT = 23.8). In addition, this gene is expressed at high levels in all 
other regions of the central nervous system examined, including amygdala, hippocampus, 
substantia nigra, thalamus, cerebral cortex, and spinal cord. Therefore, this gene may play a 
role in central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity, of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

This gene is also expressed at very high levels in a number of melanoma cell lines. 
Therefore, therapeutic modulation of the activity of this gene or its protein product may be of 
benefit in the treatment of melanoma. 

References: 

1. Verde I, Pahlke G, Salanova M, Zhang G, Wang S, Coletti D, Onuffer J, Jin SL, 
Conti M. Myomegalin is a novel protein of the golgi/centrosome that interacts with a cyclic 
nucleotide phosphodiesterase. J Biol Chem 2001 Apr 6;276(14):1 1 189-98 

Panel 4.1D Summary: Ag3580 This gene is expressed at high to moderate levels in a wide 
range of cell types of significance in the immune response in health and disease. These cells 
include T cells, B cells, endothelial cells, macrophages, monocytes, dendritic cells, basophils, 
eosinophils and peripheral blood mononuclear cells, as well as epithelial and fibroblast cell 
types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 
with the expression profile in General_screening_panel_vl.5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, therapeutic modulation of the 
activity of this gene or its protein product may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 
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CR. CG57460-01: N-ACETYLTRANSFERASE CAMELLO 2 

Expression of gene CG57460-01 was assessed using the primer-probe set Ag3273, 
described in Table CRA. Results of the RTQ-PCR runs are shown in Tables CRB, CRC and 
CRD. 



Table CRA . Probe Name Ag3273 



Primers 


Sequences 


Length 


Start 
Position . 


SEQ ID 
NO: 


Forward 


5 ' -cgctactactacagccgcaa-3 ' 


20 


205 


692 


Probe 


TET-5 ' -gtgatccgcgcctacctggagtg-3 ' - 
TAMRA 


23 


226 


693 


Reverse 


5 • -gggcggcttcatgtagtact-3 ' 


20 ; 


281 


694 



Table CRB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3273, Run 
210038591 


Rel. Exp.(%) 
Ag3273, Run 
230512515 


J. I33UC 

Name 


Rel. Exp.(%) 
Ag3273, Run 
210038591 


Rel. Exp.(%) 
Ag3273, Run 
230512515 


AD 1 Hippo 


15.7 


18.6 


Control 
(Path) 3 
Temporal 
Ctx 


12.2 


12.7 


AD 2 Hippo 


28.9 


23.2 


Control 
(Path) 4 
Temporal 
Ctx 


40.3 


35.4 


AD 3 Hippo 


11.0 


11.0 


AD 1 

Occipital 

Ctx 


20.9 


18.8 


AD 4 Hippo 


10.2 


13.8 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 hippo 


100.0 


100.0 


AD 3 

Occipital ! 
Ctx 


15.2 


13.1 


AD 6 Hippo 


21.8 


22.4 


AD4 

Occipital 

Ctx 


22.1 


23.2 


Control 2 
Hippo 


27.0 


27.9 


AD 5 

Occipital 

Ctx 


18.4 


18.4 


Control 4 


22.5 


21.8 


AD 6 


46.3 


48.3 



976 



WO 02/072757 



PCT/US02/06908 



Hippo 






Occipital 

Ctx 






Control (Path) 
3 Hippo 


8.4 


9.0 


Control 1 
Occipital 
Ctx 


8.0 


11.2 


AD 1 Temporal 
Ctx 


16.5 


15.1 


Control 2 
Occipital 
Ctx 


80.1 


82.4 


AD 2 Temporal 
Ctx 


29.3 


26.2 


Control 3 
Occipital 
Ctx 


26.2 


27.2 


AD 3 Temporal 
Ctx 


10.9 


12.9 


Control 4 
Occipital 
Ctx 


14.8 


14.1 


AD 4 Temporal 
Ctx 


22.5 


20.3 


Control 
(Path) 1 
Occipital 
Ctx 


70.2 


68.8 


AD5Inf 
Temporal Ctx 


57.0 


59.5 


Control 
(Path) 2 
Occipital 
Ctx 


21.6 


20.6 


AD 5 

SupTemporal 
Ctx 


30.6 


26.8 


Control 
(Path) 3 
Occipital 
Ctx 


8.8 


7.4 


AD6Inf 
Temporal Ctx 


27.2 


30.1 


Control 
(Path) 4 
Occipital 
Ctx 


36.1 


34.2 


AD 6 Sup 
Temporal Ctx 


34.2 


37.4 


Control 1 
Parietal Ctx 


14.1 


13.7 


Control 1 
Temporal Ctx 


12.2 


11.1 


Control 2 
Parietal Ctx 


33.9 


36.9 


Control 2 
Temporal Ctx 


43.2 


39.8 


Control 3 
Parietal Ctx 


33.0 


28.7 


Control 3 
Temporal Ctx 


16.7 


18.3 


Control 
(Path) 1 
Parietal Ctx 


63.7 


67.8 


Control 4 
Temporal Ctx 


18.3 


19.8 


Control 
(Path) 2 
Parietal Ctx 


30.6 


30.4 


Control (Path) 
1 Temporal Ctx 


^1 A 


aq n 
4o.U 


Control 
(rath) 3 
Parietal Ctx 


O 1 

6.1 


9.7 


Control (Path) 
2 Temporal Ctx 


39.2 


45.7 


Control 
(Path) 4 


64.2 


59.5 
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Parietal Ctx 



Table CRC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3273, 
Run 215775405 


Tissue Name 


Rel. Exp.(%) Ag3273, 
Run 215775405 


Adipose 


7.1 


Renal ca. TK- 10 


4.9 


Melanoma* 
Hs688(A).T 


0 0 

VtV 






Melanoma* 
Hs688(B).T 


0 0 


Gastric ca.- (liver met.) 
NCI-N87 




Melanoma* M14 


17.6 


Gastric ca. KATO III 


0.0 


■4 - 

Melanoma* 

LOXIMVI 


0.9 


Colon ca SW-948 


0 0 


Melanoma* SK- 

A IP T £ 

MEL-5 


4.2 


Colon ca. SW480 


2.7 


Squamous cell 
carcinoma SCC-4 


0.2 


Colon ca.* (SW480 
met) SW620 


1.0 


T* a* T\ 1 

Testis Pool 


13.5 


Colon ca. HT29 


0.1 


Prostate ca.* (bone 
met) PC-3 


2.7 


Colon ca. HCT-116 


6.0 


Prostate Pool 


0.2 


Colon ca. CaCo-2 


2.0 


Placenta 


0.0 


Colon cancer tissue 


0.6 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.4 


Ovarian ca. 
OVCAR-3 


5.4 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


6.8 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


1 fi 

1 t\J 






Ovarian ca. 
OVCAR-5 


2.1 


Small Intestine Pool 


0.1 


Ovarian ca. IGROV- 
l 


7.7 \ 


Stomach Pool 


0.3 


Ovarian ca. 

\J V v^/vtv-o 


9.6 


Bone Marrow Pool 


0.1 


Ovary 


0 8 


Fetal Heart 




Breast ca. MCF-7 


1.7 


Heart Pool 


0.2 


Breast ca. MD A- 
MB-231 J 


0.8 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


7.7 


Fetal Skeletal Muscle 


0.3 


Breast ca. T47D 


9.3 


Skeletal Muscle Pool 


1.3 


Breast ca. MDA-N 


0.0 


Spleen Pool 


0.0 


Breast Pool 


0.4 


Thymus Pool 


0.4 
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Trachea 


0.2 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.3 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


5.1 


CNS cancer (astro) SF- 
539 


0.2 


Lung ca. LX-1 


0.4 


CNS cancer (astro) 
SNB-75 


0.6 


Lung ca. NCI-H146 


12.2 


CNS cancer (glio) 


7.1 


Lung ca. SHP-77 


2.4 


L,J\io cancer ^giioj or- 
295 


1.8 


Lung ca. A549 


3.4 


Brain (Amygdala) Pool 


31.4 


T una ra NrT-NS?fi 


1 9 ft 


Drain ^cereoeuuni/ 




T una pa MPT-W^ 


J.O 


jDiain yiGi ai) 




Lung ca. NCI-H460 


2.3 


Brain (Hippocampus) 

rOOl 


22.5 


T nno ra WOP £S> 




i^ereorai uortex rooi 




Lung ca. NCI-H522 


7.4 


Brain (Substantia nigra) 
Pool 


57.4 


Liver 


0.0 


Brain (Thalamus) Pool 


36.6 


Fetal Liver 


0.1 


Brain (whole) 


24.8 


Liver ca. HepG2 


0.3 \ 


Spinal Cord Pool 


20.2 


Kidney Pool 


0.2 


Adrenal Gland 


0.0 


Fetal Kidney 


0.7 


Pituitarv eland Pool 


2.2 


Renal ca. 786-0 


0.2 


Salivary Gland 


0.2 


Renal ca. A498 


1.0 


Thyroid (female) 


1.1 


Renal ca. ACHN 


4.5 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


3.7 


Pancreas Pool 


0.6 



Table CRD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3273, Run 
165338992 


Tissue Name 


Rel. Exp.(%) 
Ag3273, Run 
165338992 


Secondary Thl act 


1.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


2.5 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


3.7 


HUVEC TNF alpha + IFN j 
gamma 


0.0 


Secondary Thl rest 


5.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.9 


HUVEC IL-11 


0.0 


Secondary Trl rest 


6.9 


Lung Microvascular EC 


0.0 
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jnone 




Primary Thl act 


6.2 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


5.9 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


9.5 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


3.1 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


2.9 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


LU4jKA CD4 
Ivmnhnrvf'P z\ci 


0.0 


Coronery artery SMC rest 


1.8 


CD45RO CD4 

Ivmnhnpvtf* nr*t 

1 Y V LW Avl 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


16.5 


Secondary LDo 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


10.4 


Secondary CDS 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ry Tn 1 /Th2/ T r 1 anti - 
CD95 CHI 1 


19.1 


CCD 11 06 (Keratinocytes) j 
none 


0.0 


LAK cells rest 


0.0 


CCD 1 106 (Keratinocytes) 
1 JNr alpna + 1L- 1 beta 


0.0 


LAK cells IL-2 


l.z 


Liver cirrhosis 


19 7 


LAK cells IL-2+TL- 1 2 


2.5 


Lupus kidney 




LAK cells IL-2+IFN 

onrnma 


4.1 


NCI-H292 none 


10.8 


LAK celk TT -2+ TT -1 8 


u.u 


XT/^T TJOOO TT A 

INLl-riZyz 1L-4 




LAK cells 
PMA/ionomycin 


0.0 


NCI-H292IL-9 


22.4 


NK Cells IL-2 rest 


n n 
U.U 


XT/^T TJim TT 11 

INLl-tiZy2 1L-1 J 


10.3 


Two Wav MLR 1 dav 


i i 
1.1 


iNLi-rizyz irN gamma 




Two Wav MLR S dav 


0.0 


HPAEC none 


0 0 

V/.V/ 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 
beta 


0.0 


PBMC rest 


V.V/ 


T i in rr finrAnlact ns\no 

j^ung iiuiODiaai none 


1 0 


PBMC PWM 


1.2 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


3.8 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.5 
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Ramos (B cell) 
lonomycin 


0.0 


Lung fibroblast IL-13 


5.7 


B lymphocytes PWM 


3.5 


T C 1 t 1 _ A rp\T 

Lung fibroblast IFN 
gamma 


2.9 


B lymphocytes CD40L 


0.0 


Dermal fibroblast 


0.0 


„ -J TT yl 

and IL-4 


CCD 1070 rest 


EOL-1 dbcAMP 


100.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 


25.9 


Dermal fibroblast 


0.0 


T)Ayf A /lAnAmvPiTi 
rLVLr\J lUUUIIiyi/lIl 




Dendritic cells none 


3.8 


Dermal fibroblast IFN 

gdlllilla 


2.8 


LJCIIUIlUv LCI la -Lf-T o 


Z.D 


TlOTTYi n 1 fiKrAnl'ict TI A 

USl llldl IiUrODlaSl ILrH 


A C 


T^i^nHntif* pf*11c Q"n ti - 

L/CIILLllllW LCllJ dl HI 

CD40 


5.0 


IBD Colitis 2 


0.0 


Monocytes rest 


0.0 


IBD Crohn's 


0.0 


Monocytes LPS 


0.0 


Colon 


37.4 


Macrophages rest 


4.2 


Lung 


8.4 


Macrophages LPS 


0.0 


Thymus 


40.9 


HUVEC none 


0.0 


Kidney 


6.3 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3273 Two experiments with the same probe 
and primer set produce results that are in excellent agreement. This panel confirms the 
expression of this gene at low to moderate levels in the brains of an independent group of 
individuals. Expression of this gene is found to be down-regulated in the temporal cortex of 
Alzheimer's disease patients. Therefore, up-regulation of this gene or its protein product, or 
treatment with specific agonists for this protein, may be of use in reversing the 
dementia/memory loss associated with Alzheimer's disease and neuronal death. 

General screening panel vl. 4 Summary: Ag3273 Highest expression of the CG57460-01 
gene is seen in fetal heart (CT=28.6). In addition, this gene is expressed at much higher levels 
in fetal heart when compared to expression in the adult heart (CT=38). Thus, expression of this 
gene may be used to differentiate between the fetal and adult source of this tissue. In addition, 
the higher expression in fetal heart suggests that this protein product may be involved in the 
development of this organ. Therefore, therapeutic modulation of the expression or function of 
this gene may be useful in the treatment of heart disease. 

This gene also shows highly specific brain expression. Please see Panel 
CNS jieurodegeneration for discussion of utility of this gene in the central nervous system. 
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In addition, expression of this gene appears to be upregulated in a number of cancer 
cell lines when compared to the normal tissues. Specifically, expression of this gene appears to 
be higher in ovarian, breast, lung and renal cancer cell lines when compared to their respective 
normal tissues. Therefore, therapeutic modulation of the activity of this gene or its protein may 
be of benefit in the treatment of ovarian, breast, lung and renal cancer. The CG57460-01 gene 
encodes a transmembrane protein with homology to N-acetyltransferase Camello 2, a protein 
involved in cellular adhesion (ref. 1). 

References: 

1. Popsueva AE, Luchinskaya NN, Ludwig AV, Zinovjeva OY, Poteryaev DA, 
Feigelman MM, Ponomarev MB, Berekelya L, Belyavsky AV. Overexpression of camello, a 
member of a novel protein family, reduces blastomere adhesion and inhibits gastrulation in 
Xenopus laevis. Dev Biol 2001 Jun 15;234(2):483-96 

Panel 4D Summary: Ag3273 Highest expression of the CG57460-01 is seen in eosinophils. 
In addition, differential expression is observed in the eosinophil cell line EOL-1 under resting 
conditions over that in EOL-1 cells stimulated by phorbol ester and ionomycin. Thus, this 
gene may be involved in eosinophil function. Therefore, therapeutic modulation of the 
expression or function of this gene may reduce eosinophil activation and be useful in the 
treatment of asthma and allergies. 

In addition, significant expression in normal colon and thymus suggest a role for this 
gene in the normal homeostasis of these tissues. Therefore, therapeutic modulation of the 
expression or function of this gene may modulate immune function (T cell development) and 
be important for organ transplant, AIDS treatment or post chemotherapy immune 
reconstitution. Furthermore, since expression of this gene is decreased in colon samples from 
patients with BBD colitis and Crohn's disease relative to normal colon, therapeutic modulation 
of the activity of the protein encoded by this gene may be useful in the treatment of 
inflammatory bowel disease. 

CS. CG57464-01 

Expression of gene CG57464-01 was assessed using the primer-probe set Ag3248, 
described in Table CSA. Results of the RTQ-PCR runs are shown in Tables CSB, CSC, CSD 
and CSE. 
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Primers 


Sequences 


jLength 


Start 
Position 


SEQID 
NO: 


Forward 


5 1 -cctccctggtagaggtcaac-3 • 


j 20 


929 


695 


Probe 


TET-5 1 -ctactcagtgcccagcagccaggt-3 1 - 
TAMRA 


i 24 


954 


696 


Reverse 


5 ' -tgtctgcatgcagcctatg-3 1 




996 


697 



Table CSB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
210037962 


Rel. Exp.(%) 
Ag3248, Run 
224063124 


Tissue 
Name 


Rel. Exp.(%) 
Ag3248, Run 
210037962 


Rel. Exp.(%) 
Ag3248, Run 
224063124 


AD 1 Hippo 


26.4 


4.8 


Control 
(Path) 3 
Temporal 
Ctx 


28.5 


39.2 


AD 2 Hippo 


73.2 


71.7 


Control 
(Path) 4 
Temporal 
Ctx 


57.8 


61.1 


AD 3 Hippo 


21.6 


5.6 


AD 1 

Occipital 

Ctx 


19.1 


21.2 


AD 4 Hippo 


28.3 


28.9 


AD 2 

Occipital 

Ctx 

(Missing) 


0.0 


0.0 


AD 5 hippo 


85.3 


100.0 


AD 3 
Occipital 


13.0 


15.9 


AD 6 Hippo 


70.2 


72.7 ; 


AD 4 

Occipital 

Ctx 


37.4 


28.7 


Control 2 
Hippo 


64.6 


49.3 \ 


AD 5 

Occipital 

Ctx 


33.9 


85.3 


Control 4 
Hippo 


55.5 


64.2 ; 


AD 6 

Occipital 

Ctx 


58.6 


14.4 


Control (Path) 
3 Hippo 


46.3 


0.9 


Control 1 
Occipital 
Ctx 


17.3 


22.7 


AD 1 Temporal 
Ctx 


28.9 


24.1 


Control 2 
Occipital 
Ctx 


89.5 


81.2 
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AD 2 Temporal 
Ctx 


57.4 


62.4 


Control 3 
Occipital 
Ctx 


68.3 


62.0. 


AD 3 Temporal 
Ctx 


18.9 


16.7 


Control 4 
Occipital 
Ctx 


29.3 


34.2 


AD 4 Temporal 
Ctx 


42.3 . 


29.9 


Control 
(Path) 1 
Occipital. 
Ctx 


100.0 


92.7 


AD5Inf 
Temporal Ctx 


77.4 


97.3 


Control 
(Path) 2 
Occipital 
Ctx 


36.3 


15.1 


AD 5 

SupTemporal 
Ctx 


69.7 


87.7 


Control 
(Path) 3 
Occipital 
Ctx 


32.5 


25.2 


AD6Inf 
Temporal Ctx 


39.2 


87.1 


Control 
(Path) 4 
Occipital 
Ctx 


70.2 


66.9 


AD 6 Sup 
Temporal Ctx 


73.2 


70.7 


Control 1 
Parietal Ctx 


24.8 


32.3 


Control 1 
Temporal Ctx 


25.3 


26.1 


Control 2 
Parietal Ctx 


70.7 


94.0 


Control 2 
Temporal Ctx 


43.5 


77.4 


Control 3 
Parietal Ctx 


59.0 


0.0 


Control 3 
Temporal Ctx 


74.2 


49.3 


Control ! 
(Path) 1 
Parietal Ctx j 


42.6 


80.7 


Control 4 
Temporal Ctx 


45.7 


68.8 


Control 
(Path) 2 
Parietal Ctx 


67.4 


59.9 


Control (Path) 
1 Temporal Ctx ! 


63.3 


58.6 


Control 
(Path) 3 | 
Parietal Ctx j 


25.3 


24.1 


Control (Path) 
2 Temporal Ctx 


55.9 


55.1 j 


Control 
(Path) 4 
Parietal Ctx 


78.5 


79.0 



Table CSC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3248, 
Run 214693634 


Tissue Name 


Rel. Exp.(%) Ag3248, 
Run 214693634 


Adipose 


1.5 


Renal ca. TK-10 


3.6 


Melanoma* 


6.2 


Bladder 


7.6 
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£18688^ T 1 






Melanoma* j <- R 
Hs688<TV> T 


Gastric ca. (liver met.) 

NPT-XT87 


16.8 


Melanoma* Ml 4 j 4.9 


Gastric ca. KATO IE 


14.5 


Melanoma* j - * 
LOXIMVI | 


Colon ca. SW-948 


6.4 


Melanoma* SK- j 4 - 
MEL-5 j 


Colon ca. SW480 


15.6 


Squamous cell 
carcinoma SCC-4 


3.3 


Colon ca.* (SW480 


9.1 


1 estis rOOi 


1.5 


Pnlnn ca HT90 


7 1 
/.I 


Prostate ca.* (bone 
met) rt-j 


2.3 


Colon ca. HCT- 116 


7.5 


Prostate Pool 


3.1 


Colon ca. CaCo-2 


8.7 


Placenta 


3.0 


f'rtlrtri punrpr ticciiP 
V^UIUll lallvvi UodUC 




Uterus Pool 


0.9 


Colon ca. SW1116 


10.2 


Ovarian ca. 
OVCAR-3 


24.0 


Colon ca. Colo-205 


6.2 


Ovarian ca. SK-OV- 
3 


18.7 


Colon ca. SW-48 


7.5 


Ovarian ca. 
UVCAK-4 


4.1 


Colon Pool 


4.2 


0 van an ca. 
OVCAR-5 


33.0 


Small Intestine Pool 


4.5 


Ovarian ca IGROV- 

l 


16.0 


Stomach Pool 


2.7 


Ovarian ca 
OVCAR-8 


20.9 


Bone Marrow Pool 


1.3 


Ovarv 


"? 1 




J.Z 


Breast ca. MCF-7 


4.5 


xj. wail ruui 


z.o 


oreast ca. JVLUA- 
MB-231 


12.2 


Lymph Node Pool 


4.6 


OX Cool td. 13 I J*t7 


19 0 
iZ.U 


Fetal Skeletal Muscle 


1.2 


Breast ca. T47D 


100.0 


Skeletal Muscle Pool 


4.0 


Breast ca. MD A-N 


9.7 




4 i 


Breast Pool 


5.2 


Thymus Pool 


5.3 


Trachea 


3.1 


CNS cancer (gho/astro) 
U87-MG 


12.1 


Lung 


0.4 


CNS cancer (gho/astro) 
U-118-MG 


10.9 


Fetal Lung j 


4.4 ; 


i^ino cancer 
(neuro;met) SK-N-AS 


16.0 


Lungca.NCI-N417 


3.1 


CNS cancer (astro) SF- 
539 


6.2 
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Lung ca. LX-1 


12.5 


CNS cancer (astro) 
SNB-75 


15.3 


Lung ca. NCI-H146 


5.1 


CNS cancer (glio) 
SNR-19 


13.2 


Lung ca. SHP-77 


1.5 


PN^ cancer fplio^ SF- 
295 


25.9 


Lung ca. A549 


5.4 


Brain (Amygdala) Pool 


4.7 


Lunffca NCT-H526 


7 4 


RmiTi ^r»^rf*Hpl1iiiri^ 


O.J 


Luneca NCI-H23 


4.4 


Brain CfptaH 


? 1 


Lungca.NCI-H460 


4.5 


Brain (Hippocampus) 
Pool 


6.1 


Lung ca HOP-62 


6 3 


f^Vrphral r^orfpY Pool 




Lung ca. NCI-H522 


5.5 


Lj i di 1 1 uududuiiia iiigiaj 

Pool 


8.1 


Liver 


3.2 


Brain (Thalamus) Pool 


7.8 


Fetal Liver 


2.3 


Brain (whole) 


3.4 


Liver ca. HepG2 


5.4 


Spinal Cord Pool 


6.6 


Kidney Pool 


4.5 


Adrenal Gland 


3.0 


Fetal Kidney 


3.1 


Pituitary gland Pool 


3.4 


Renal ca. 786-0 


7.4 | 


Salivary Gland 


4.3 


Renal ca. A498 


5.8 j 


Thyroid (female) 


6.1 


Renal ca. ACHN 


5.6 j 


Pancreatic ca. CAPAN2 


11.3 


Renal ca. UO-31 


6.1 | 


Pancreas Pool 


5.2 



Table CSD. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
174441298 


Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
174441298 


Normal Colon 


14.4 


Kidney Margin 
(OD04348) 


100.0 


Colon cancer 
(OD06064) 


6.3 


Kidney malignant 
cancer (OD06204B) 


6.3 


Colon Margin 
(OD06064) 


7.5 


Kidney normal adjacent 
tissue (OD06204E) 


9.3 


Colon cancer 
(OD06159) 


8.0 


Kidney Cancer 
(OD04450-01) 


57.8 


Colon Margin 
(OD06159) 


5.3 


Kidney Margin 
(OD04450-03) 


16.2 


Colon cancer 
(OD06297-04) 


2.4 


Kidney Cancer 8120613 


10.8 


Colon Margin 
(OD06297-05) 


6.3 i 


Kidney Margin 
8120614 


16.7 


CC Gr.2 ascend colon 


14.1 


Kidney Cancer 9010320 


9.0 
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(OD03921) j 






CC Margin (OD03921) j 12.8 


Kidney Margin 
9010321 


19.5 


Colon cancer metastasis j dA 
(OD06104) j 44 


Kidney Cancer 8120607 


34.2 


Lung Margin 
(OD06104) 


4.8 


Kidney Margin 
8120608 


27.7 


Colon mets to lung 
(OD04451-01) 


15.0 


Normal Uterus 


3.8 


Lung Margin 
(OD04451-02) 


6.7 


Uterine Cancer 06401 1 


10.5 


Normal Prostate 


9.0 


Normal Thyroid 


4.6 


Prostate Cancer 
(OD04410) 


7.5 


Thyroid Cancer 064010 


18.6 


Prostate Margin 
(OD04410) 


11.6 


Thyroid Cancer 
A302152 


24.0 


Normal Ovary 


28.7 


Thyroid Margin 
A302153 


13.3 


Ovarian cancer 
(OD06283-03) 


3.1 


Normal Breast 


4.0 


Ovarian Margin 
(OD06283-07) 


1.1 


Breast Cancer 


9.3 


Ovarian Cancer 064008 


6.8 


Breast Cancer 1024 


6.9 


Ovarian cancer 
(OD06145) 


8.6 


Breast Cancer 
(OD04590-01) 


86.5 


Ovarian Margin 
(OD06145) 


17.8 


Breast Cancer Mets 
(OD04590-03) 


22.4 


Ovarian cancer 
(OD06455-03) 


2.0 j 


Breast Cancer 
Metastasis (OD04655- 


47.3 


Ovarian Margin 
(OD06455-07) 


2.5 


Breast Cancer 064006 


9.8 


Normal Lung 


4.7 


Breast Cancer 9100266 


5.8 


Invasive poor diff. lung 
adeno (ODO4945-01 


9.0 


Breast Margin 9100265 


3.3 


Lung Margin 
(ODO4945-03) 


4.5 


Breast Cancer A209073 


7.3 


Lung Malignant Cancer 
(OD03126) 


10.6 


Breast Margin 
A2090734 


17.0 


Lung Margin 
(OD03126) 


8.4 


Breast cancer 
(OD06083) 


8.6 


Lung Cancer 
(OD05014A) 


8.7 


Breast cancer node 
metastasis (OD06083) 


8.2 


Lung Margin 
(OD05014B) 


8.6 


Normal Liver 


33.4 
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Lung cancer (OD0608 1) ] 6.3 


Liver Cancer 1026 


20.6 


Lung Margin 1 
(OD06081) 1 


Liver Cancer 1025 


29.1 


Lung Cancer 
(OD04237-01) 


2.7 


Liver Cancer 6004-T 


27.4 


Lung Margin 
(OD04237-02) 


16.7 


Liver Tissue 6004-N 


2.5 


Ocular Melanoma 
Metastasis 


j 25.0 


Liver Cancer 6005-T 


26.2 


Ocular Melanoma 
Margin (Liver) 


15.8 


Liver Tissue 6005-N 


58.2 


Melanoma Metastasis 


3.8 


.Liver cancer uo4uu.j 




Melanoma Margin 
(Lung) 


2.6 


Normal Bladder 


10.7 


Normal Kidney 


12.4 


Bladder Cancer 1023 


6.8 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


32.3 


Bladder Cancer 
A302173 


3.8 


Kidney Margin 
(OD04338) 


7.1 


Normal Stomach 


16.8 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


71.7 


Gastric Cancer 9060397 


9.2 


Kidney Margin 
(OD04339) 


14.6 


Stomach Margin 
9060396 


10.4 


Kidney Ca, Clear cell 
type (OD04340) 


8.4 


Gastric Cancer 9060395 


1.7 


Kidney Margin 
(OD04340) 


31.2 j 


Stomach Margin 
9060394 


7.5 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


7.5 


Gastric Cancer 064005 


10.7 


Table CSE. Panel 4D 


Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
164390952 


Tissue Name 


Rel. Exp.(%) 
Ag3248, Run 
164390952 


Secondary Thl act 


15.3 


HUVEC IL-lbeta 


1.7 


Secondary Th2 act 


16.5 


HUVEC IFN gamma 


16.0 


Secondary Trl act 


15.5 


HUVEC TNF alpha + IFN 
gamma 


7.8 


Secondary Thl rest 


8.0 


HUVEC TNF alpha + IL4 


9.2 


Secondary Th2 rest 


8.8 


HUVEC IL- 11 


12.8 


Secondary Trl rest 


12.8 


Lung Microvascular EC 
none 


19.1 


Primary Thl act 


8.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


13.8 
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Primary Th2 act 


9.3 


Microvascular Dermal EC 
none 


18.0 


Primary Trl act 


15.1 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


6.9 


Primary Thl rest 


12.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


21.3 


Primary Th2 rest 


4.6 


Small airway epithelium 
none 


13.5 


Primary Trl rest 


5.6 


Small airway epithelium 
TNFalpha + IL-lbeta 


45.4 


CD45RA CD4 
lympnocyie act 


12.1 


Coronery artery SMC rest 


12.9 


CD45RO CD4 
lynipnuwyie dci 


12.0 


Coronery artery SMC 

TXTPalrtViQ -4- TT 1Vi**ta 
I INT dipfld ' IL,- 1 DC la 


15.2 


CD8 lymphocyte act 


12.5 


Astrocytes rest 


18.6 


Secondary CD8 
lymphocyte rest 


13.7 


Astrocytes TNFalpha + 
IL-lbeta 


17.2 


Secondary CD8 
lymphocyte act 


9.9 


KU-812 (Basophil) rest 


8.7 


CD4 lymphocyte none | 


6.8 


KU-812 (Basophil) 
PMA/ionomycin 


8.6 


2ry Thl/Th2/Trl_anti- 
rnos phi i 


9.5 


CCD 1106 (Keratmocytes) 
nunc 


10.9 


LAK cells rest 


15.2 


y^x^Lj 1 1 kjo ^Jveraiinocyxcs ) 
TNFalpha + IL-lbeta 


12.2 


L>r\J\. CCilS lLrZ 


1J.0 


l^iver cirrnosis 


7 A 


T AV r**11c TT -9+TT 17 
L-r/VTw LLrZ » 11^- 1Z 


0 1 


ivUpus money 




LAK cells IL-2+IFN 

goillllla 


13.9 


NCI-H292 none 


42.6 


T A If r^llc TT 94- TT 1R 


Q 7 

y. / 


MPT XJ707 TT A 




T Alf r*»11c 

PMA/ionomycin 


1.5 


NCI-H292 IL-9 


54.3 


NK Cells IL-2 rest 


12.9 


NCI-H292 IL-13 


37.1 


i wo w <iy ivi.Lv in. j Uay 


1 Q ft 

l7.0 


MPT TT7Q7 TTTM rramma 
rNv^l-xlZyZ IT IN gallium 


*+o. J 


1 WO VY ay IVlijiv j Kldy 


O.J 


"LTD A ThP nnna 

rir /VEf\^ none 


17 0 


Two Way MLR 7 day 


9.7 


HPAEC TNF alpha + IL- 1 
beta 


5.0 


PUMP r*»ct 

r DiyiKs res i 


1U. / 


L/Ung noroDiasi none 


Z 1 . J 


PBMC PWM 


27.0 


T iiMn Hnf/xnlQct I'M 1*" olnna 

ivUng riDroDiasi iJNr aipna 
+ IL-l beta 


27.9 


PRUp pUA T 


1 9 A 
1 Z.U 


i^ung iiDroDiasi iLr** 


^1 0 


Ramos fB cell^ none 

lxCUllvJ yJLS WWII y 11V/11W 


27 9 


T una fiHT*nhlfiQt TT -0 


35 4 

J .*T 


Ramos (B cell) 
ionomycin 


100.0 


Lung fibroblast IL-13 


18.6 


B lymphocytes PWM 


21.0 


Lung fibroblast IFN 


37.4 
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gamma 




B lymphocytes CD40L 
and IL-4 


8.9 


Dermal fibroblast 
CCD1070rest 


17.7 


EOL-1 dbcAMP 


19.8 


Dermal fibroblast 
CCD1070TNF alpha 


21.2 


EOL-1 dbcAMP 
.r ivi/v i onumy cin 


1.4 


Dermal fibroblast 


8.4 


Dendritic cells none 


18.3 


Dermal fibroblast IFN 

gdlllllla 


16.8 


lyCIiUrillC CCllb Lr j 


zu.u 


UCllllai IlDrODlaSl lJL-*f 


in n 
LI .1 


Tlen/lt'ii"*!/* 1 c onti 

jjcnunuc ceiis cuiu- 
CD40 


22.1 


IBD Colitis 2 


3.0 


Monocytes rest 


12.6 


EBD Crohn's 


4.2 


Monocytes LPS 


2.6 


Colon 


28.5 


Macrophages rest 


20.6 


Lung 


12.0 


Macrophages LPS 


10.4 


Thymus 


53.6 


HUVEC none 


11.9 


Kidney 


20.0 


HUVEC starved 


15.6 







CNS_neurodegeneration_vl.O Summary: Ag3248 Results from two experiments using the 
same probe/primer set gave results that are in excellent agreement. This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General jKreening^jmne^vl .4 Summary: Ag3248 Expression of the CG57464-01 gene is 
highest in a breast cancer cell line (CT = 27). This also gene appears to be overexpressed in 
ovarian and CNS cancer cell lines when compared to the normal tissue controls. Thus, 
therapeutic modulation of the activity of this gene or its protein may be of benefit in the 
treatment of breast, ovarian and CNS cancer. 

In addition, this gene is expressed at low levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 
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Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, heart, liver 
and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of this gene 
may prove useful in the treatment of endocrine/metabolically related diseases, such as obesity 
and diabetes. 

Panel 2.2 Summary: Ag3248 This gene is expressed at low to moderate levels in the 
majority of samples on this panel, with highest expression detected in a sample derived from 
normal kidney (CT = 28.6). Expression of the CG57464-01 gene appears to be upregulated in 
a number of breast cancer samples when compared to normal breast. Thus, therapeutic 
modulation of the activity of this gene or its protein product may be of benefit in the treatment 
of breast cancer. 

Panel 4D Summary: Ag3248 Expression of the CG57464-01 gene is highest in Ramos B 
cells treated with ionomycin (CT = 29). Therefore, expression of this gene may be used as a 
marker of activated B cells. In addition, this gene is expressed at relatively high levels in lung 
fibroblasts as well as in the mucoepidermoid cell line NCI-H292 independent of treatment 
(CTs = 30), suggesting that therapeutic modulation of the activity of this gene or its protein 
product may be of benefit in the treatment of asthma and emphysema. 

This gene is also expressed at low to moderate levels in a wide range of other cell types 
of significance in the immune response in health and disease. These cells include members of 
the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood mononuclear 
cell family, as well as epithelial and fibroblast cell types from lung and skin, and normal 
tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 
suggests that this gene product may be involved in homeostatic processes for these and other 
cell types and tissues. 

This pattern is in agreement with the expression profile in 
General screening panel _vl .5 and also suggests a role for the gene product in cell survival 
and proliferation. 

Therefore, modulation of the gene product with a functional therapeutic may lead to 
the alteration of functions associated with these cell types and lead to improvement of the 
symptoms of patients suffering from autoimmune and inflammatory diseases such as asthma, 



991 



WO 02/072757 PCT/US02/06908 

allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, 
and osteoarthritis. 



CT. CG57466-01 : Acetylglucosaminyltransferase 

Expression of gene CG57466-01 was assessed using the primer-probe set Ag3249, 
described in Table CTA. Results of the RTQ-PCR runs are shown in Tables CTB, CTC and 
CTD. 



Table CTA . Probe Name Ag3249 



Primers; 


Sequences 


Length 


Start 
Position 


I SEQID 


Forward! 


5 • -accactaactgctcagccaata-3 ' 


22 


156 


j 698 


Probe 


TET-5 ' -aacttgacccaccagccctggtt-3 ' - 
TAMRA 


23 


180 


699 


Reverse 


5 1 -tagaagagaaactgccggaact-3 ' 


22 


220 


1 700 .. 



Table CTB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 210037963 


Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 210037963 


AD 1 Hippo 


8.4 


Control (Path) 3 
Temporal Ctx 


5.6 


AD 2 Hippo 


41.5 


Control (Path) 4 
Temporal Ctx 


27.2 


AD 3 Hippo 


14.0 


AD 1 Occipital Ctx 


6.6 


AD 4 Hippo 


26.1 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


29.9 


AD 3 Occipital Ctx 


8.5 


AD 6 Hippo 


100.0 


AD 4 Occipital Ctx 


25.2 


Control 2 Hippo 


42.0 


AD 5 Occipital Ctx 


48.0 


Control 4 Hippo 


29.3 j 


AD 6 Occipital Ctx 


22.4 ■ 


Control (Path) 3 
Hippo 


5.6 


Control 1 Occipital 
Ctx 


6.1 


AD 1 Temporal Ctx 


10.7 


Control 2 Occipital 
Ctx 


51.4 


AD 2 Temporal Ctx 


25.5 


Control 3 Occipital 
Ctx 


22.1 


AD 3 Temporal Ctx \ 


9.9 


Control 4 Occipital 
Ctx 


15.8 


AD 4 Temporal Ctx ' 


29.9 


Control (Path) 1 
Occipital Ctx 


92.7 
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AD 5 Inf Temporal 
Ctx 


25.5 


Control (Path) 2 
Occipital Ctx 


18.7 


AD 5 Sup Temporal 
Ctx 


27.4 


Control (Path) 3 
Occipital Ctx 


0.7 


AD 6 Inf Temporal 
Ctx 


87.1 


Control (Path) 4 
Occipital Ctx 


29.9 


AD 6 Sup Temporal 
Ctx 


5.0 


Control 1 Parietal 
Ctx 


13.7 


Control 1 Temporal 
Ctx 


24.5 


Control 2 Parietal 
Ctx 


29.1 


Control 2 Temporal 
Ctx 


41.2 


Control 3 Parietal 
Ctx 


25.7 


Control 3 Temporal 
Ctx 


33.7 


Control (Path) 1 
Parietal Ctx 


64.2 


Control 3 Temporal 
Ctx 


21.9 


Control (Path) 2 
Parietal Ctx 


25.9 


uontroi (ratnj 1 
Temporal Ctx 


69.7 


Control (rath) 3 
Parietal Ctx 


1.9 


Control (Path) 2 
Temporal Ctx 


26.4 


Control (Path) 4 
Parietal Ctx 


39.8 



Table CTC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 214693635 


Tissue Name 


Rel. Exp.(%) Ag3249, 
Run 214693635 


Adipose 


5.6 


Renal ca. TK-10 


2.7 


Melanoma* 
Hs688(A).T j 


0.4 


Bladder 


59.5 


Melanoma* 
Hs688(B).T 


0.5 


Gastric ca. (liver met.) 
NCI-N87 


78.5 


Melanoma* M14 


8.8 


Gastric ca. KATO III 


60.3 


Melanoma* 
LOXIMVI 


0.1 


Colon ca. SW-948 


0.5 


Melanoma* SK- 
MEL-5 


15.2 


Colon ca. SW480 


4.4 


Squamous cell 
carcinoma SCC-4 


50.7 


Colon ca.* (SW480 
met) SW620 


0.9 


Testis Pool 


1.7 


Colon ca. HT29 


0.8 


Prostate ca.* (bone 
met) PC-3 


9.0 


Colon ca. HCT-116 


13.2 


Prostate Pool 


1.8 


Colon ca. CaCo-2 


6.6 


Placenta 


10.9 


Colon cancer tissue 


26.6 


Uterus Pool 


0.9 


Colon ca. SW1116 


3.6 


Ovarian ca. 
OVCAR-3 


3.8 


Colon ca. Colo-205 


0.1 
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Ovarian ca. bK-UV- 
3 


6.1 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


1.3 


Colon Pool 


6.2 


Ovarian ca. 
OVCAR-5 


22.1 


Small Intestine Pool 


11.3 


Ovanan ca. IGROV- 
1 


7.5 


Stomach Pool 


6.7 


Ovarian ca 
OVCAR-8 


1.4 


Bone Marrow Pool 


2.3 


v_/ v cu y 


24.5 


rciai ricdri 


1 1 .0 


RrpAQt A/fr*F-7 


0.7 


Hpflrt Pnnl 
ncdi i ruui 


0 1 

L, 1 


MB-231 


1.4 




Lymph Node Pool 


7.1 


Breast ca. BT 549 


1.8 




Fetal Skeletal Muscle 


0.4 


Breast ca. T47D 


37.9 




Skeletal Muscle Pool 


0.8 


Breast ca MDA-N 


100.0 




Spleen Pool 


1 *X 1 

LJ.D 


Breast Pool 


4.0 




Thymus Pool 


3.7 


Trachea t 


65.5 


jCNS cancer (glio/astro) 
1U87-MG 


0.0 


Lung 


5.8 


jCNS cancer (glio/astro) 
JU-118-MG 


0.7 


Fetal Lung 


87.7 


UiMb cancer 
|(neuro;met) SK-N-AS 


21.3 


Lungca.NCI-N417 


0.0 


jCNS cancer (astro) SF- 
]539 


0.1 


Lung ca. LX-1 


29.5 


jCNS cancer (astro) 
jSNB-75 


12.2 


Lung ca. NCI-H146 j 


0.6 


jCNS cancer (glio) 
]SNB-19 


6.5 


Lung ca. SHP-77 


0.2 


CNS cancer (glio) SF- 
J295 


6.2 


Lung ca. A549 


12.9 


jBrain (Amygdala) Pool 


5.1 


Luneca NCT-HS96 


0.0 


jBrain (cerebellum) 


O.O 


Luneca NCT-H21 


2.3 


jBrain (fetal) 




Lung ca. NCI-H460 


0.2 


jBrain (Hippocampus) 
Pool 


6.7 




5.0 


jCerebral Cortex Pool 


O. / 


Lung ca. NCI-H522 | 


0.4 


jBrain (Substantia nigra) 
jPool 


7.6 


Liver. j 


0.8 


jBrain (Thalamus) Pool 


9.0 


Fetal Liver j 


4.8 


jBrain (whole) 


7.5 


Liver ca. HepG2 j 


0.0 


jSpinal Cord Pool 


4.6 


Kidney Pool ] 


11.7 


]Adrenal Gland 


40.6 
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Fetal Kidney 


4.5 


Pituitary gland Pool 


10.5 


Renal ca. 786-0 


2.5 


Salivary Gland 


5.7 


Renal ca. A498 


1.4 


Thyroid (female) 


5.8 


Renal ca. ACHN 


22.2 ! 


Pancreatic ca. CAPAN2 


43.8 


Renal ca.UO-31 


32.8 


Pancreas Pool 


11.3 



Table CTD. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3249, Run 
164390953 


Tissue Name 


Rel. Exp.(%) 
Ag3249, Run 
164390953 


Secondary Thl act 


0.2 


HUVECIL-lbeta 


0.4 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


1.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.5 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.6 


SprnnHarv TVi'7 r#*Qt 


0 1 


HTTVFrn.11 


O 0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 


1.4 


Primary Thl act 


0.2 


Lung Microvascular EC 
TNFalnha + TT -1 heta 

ill! CLliJllCL ■ J.J_> lUvla 


4.5 


Primary Th2 act 


0.0 


Microvascular Dermal EC \ 


0.9 


Primary Trl act 


0.0 


ivii^/Uja vaoUlal -Lsdlllal JJ> 

TNFalpha + IL-lbeta 


7.7 


Primary Thl rest 


0.1 


DruiiUiiiai cpiinciiurn 
TNFalpha + JXlbeta 


3.6 


Primary Th2 rest 


0.0 


OHlall all Way CpililCHUm 

none 


0.2 


Primary Trl rest 


0.1 


oinaii air way cp line n urn 
TNFalpha + IL-lbeta 


5.8 


CD45RA CD4 
lymphocyte act 


0.5 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.1 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.6 


Astrocytes rest 


0.8 ~~ 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


3.1 


Secondary CD8 
lymphocyte act 


0.1 


KU-8 12 (Basophil) rest 


2.7 


CD4 lymphocyte none 


1.1 


KU-812 (Basophil) 
PMA/ionomycin 


3.8 


2ryThl/Th2/Trl anti- 
CD95 CH11 


0.1 


CCD1 106 (Keratinocytes) 
none 


1.6 



995 



WO 02/072757 



PCT/US02/06908 



LAK cells rest 


1.9 


y^\^u 1 1 uo ^jvcraiinocyies ) 
TNFalpha + IL-lbeta 


1.3 


JU/VrV CcllS JLLf-Z 


^ ft 


Tii tur is * rrn APir 

.Liver cirrnosis 




T rp |l c TT _9+TT 1 9 
l^r\T\* CCilS llv-Z ' 1JL/- 1 L 


I .O 


i^upus Kiuncy 


1 1 
i .J 


LAK cells IL-2+IFN 

gamma 


5.0 . 


NCI-H292 none 


100.0 


T r»o11c TT 04- TT 1 C 

l/ajv cens 1L/-/^ il- i o 


4 V 
H.J 


XTOT T-TOOO TT A 

JNd-rlzyz LL-4 


on h 


T Alf nolle 

i-fAJv cens - 1 
PMA/ionomycin 


6.1 


NCI-H292 IL-9 


96.6 


NK Cells IL-2rest 


12.7 


NCI-H292 IL-13 


54.0 


1 WO W dy 1YLL/1\. J uay 


u.o 


iNv^i-rizyz it i> gamma 


Z3.Z 


i wo w ay iVLLiv j aay 


1 a 

1 .0 


rir /vcv> none 


ft /I 


Two Way MLR 7 day ; 


0.9 


HPAECTNF alpha +IL-1 
Deta 


6.3 


r^ijivii^ res i 


O A 


Lung tiDroDiast none 


ft 1 

U. 1 


PBMCPWM 


3.7 


Lung noroDiast 1 JNr aipna 
+ IL-1 beta 


0.3 




ft 7 
O. / 


T imo HhrAnlQcf TT A 

i>ung nuroDiasi il-h 


ft i 


Ramos (B cell) none 


0.1 


Lung fibroblast IL-9 


0.0 


Ramos (B cell) 
ionomycin 


2.0 


Lung fibroblast IL-13 


0.3 


B lymphocytes PWM 


2.7 


Lung fibroblast IFN 
gamma 


0.4 


B lymphocytes CD40L 
andIL-4 


5.8 


Dermal fibroblast 
CCD1070rest 


0.1 


EOL-1 dbcAMP 


26.6 


Dermal fibroblast 
CCD1070TNF alpha 


0.8 


EOL-1 dbcAMP 
r lviA/ 1 onomycm 


8.4 


Dermal fibroblast 

/" , r r ni ft7ft tt i Koto 
ULXHU/U LL-l Deta 


0.0 


Dendritic cells none 


3.2 


Dermal fibroblast IFN 
gamma 


0.0 


uenanuc cens Lro 


7 ^ 

Z.J 


uermai iiDroDiast il-4 


ft ft 


uenanuc cens anu- 
CD40 j 


1.3 


IBD Colitis 2 


1.4 


Monocytes rest 


0.4 


EBD Crohn's 


4.2 


Monocytes LPS 


10.5 


Colon 


48.6 


Macrophages rest 


1.1 


Lung 


19.5 


Macrophages LPS 


17.9 


Thymus 


2.5 


HUVEC none 


0.8 


Kidney 


3.9 


HUVEC starved 


1.1 







CNS_neurodegeneration_vl.O Summary: Ag3249 This panel confirms the expression of 

this gene at low levels in the brains of an independent group of individuals. However, no 

differential expression of this gene was detected between Alzheimer's diseased postmortem 
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brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 

General_screening_panel_vl.4 Summary: Ag3249 The CG5 7466-01 gene encodes a 
protein with homology to beta-l,3-galactosyltransferases, which catalyze the formation of type 
I oligosaccharides (ref. 1). Expression of this gene is highest in a breast cancer cell line (CT = 
28.1). In addition, expression of this gene appears to be upregulated in pancreatic and gastric 
cancer cell lines when compared to their respective normal tissues. Thus, therapeutic 
modulation of the activity of this gene or its protein product may be of benefit in the treatment 
of breast, pancreatic and gastric cancer. 

This gene also shows significant levels of expression in trachea, bladder and fetal lung. 
Interestingly, CG57466-01 gene expression is much higher in fetal lung (CT = 28.3) than in 
adult lung (CT = 32.2), suggesting that expression of this gene can be used to distinguish adult 
from fetal lung. 

In addition, this gene is expressed at low levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

Among tissues with metabolic or endocrine function, this gene is expressed at low to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, heart, fetal liver 
and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of this gene 
may prove useful in the treatment of endocrine/metabolically related diseases, such as obesity 
and diabetes. 

References: 

1. Shiraishi N, Natsume A, Togayachi A, Endo T, Akashima T, Yamada Y, Imai N, 
Nakagawa S, Koizumi S, Sekine S, Narimatsu H, Sasaki K. Identification and characterization 
of three novel beta 1,3-N-acetylglucosaminyltransferases structurally related to the beta 1,3- 
galactosyltransferase family. J Biol Chem 2001 Feb 2;276(5):3498-507 
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Panel 4D Summary: Ag3249 This transcript is most highly expressed in a cluster of treated 
and untreated samples derived from the NCI-H292 cell line, a human airway epithelial cell 
line that produces mucins (CTs = 30-32). Mucus overproduction is an important feature of 
bronchial asthma and chronic obstructive pulmonary disease samples. The transcript is also 
expressed at lower but still significant levels in small airway epithelium treated with IL-1 beta 
and TNF-alpha. The expression of the transcript in this mucoepidermoid cell line that is often 
used as a model for airway epithelium (NCI-H292 cells) suggests that this transcript may be 
important in the proliferation or activation of airway epithelium. Therefore, therapeutics 
designed with the protein encoded by the transcript may reduce or eliminate symptoms caused 
by inflammation in lung epithelia in chronic obstructive pulmonary disease, asthma, allergy, 
and emphysema. 

CU. CG57468-01: multidrug resistance protein 1 

Expression of gene CG5 7468-01 was assessed using the primer-probe set Ag3250, 
described in Table CUA. Results of the RTQ-PCR runs are shown in Tables CUB. 

Table CUA . Probe Name Ag3250 



Primers 


Sequences 


Length! 


Start 
Position 


SEQID 
NO: 


Forward 


5' -agcaggggaaattttaacgat-3 ' 


21 


2391 


701 


Probe 


TET-5 ' -agacacttggccttcaaagccatgtt-3 ■ - 
TAMRA 


26 


2419 


702 


Reverse 


5 • -caaaccaggcaatatcctgata-3 ' 


22 


2446 


703 



Table CUB . General_screening_panelvl.4 



Tissue Name 


Rel. Exp.(%) Ag3250, 
Run 214693636 


Tissue Name 


Rel. Exp.(%) Ag3250, 
Run 214693636 


Adipose 


0.1 


Renal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 : 


Colon ca. SW-948 


11.9 


Melanoma* SK- 
MEL-5 


0.6 


Colon ca. SW480 


0.0 


Squamous cell 


0.0 


Colon ca* (SW480 


0.0 
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Wat l/iliuilia uvVw/ ^ 


met) SW620 




Tactic Prtr\l 


0.0 Colon ca. HT29 


a a 
u.u 


Ptrtctotp f* q ^ A^rttiP 

met) PC-3 


0.0 


Colon ca. HCT-116 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


r IdvCIlla 


0.0 


Colon cancer tissue 


u.u 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovanan ca. SK-OV- 
3 


0.0 j 


Colon ca. SW-48 


0.0 


Ovanan ca. 
OVCAR-4 


0.0 


Colon Pool 


0.1 


Ovanan ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovanan ca. IGROV- 

i 
i 


0.0 


Stomach Pool 


0.0 


Ovarian pa 

OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ova rv 


0.0 jFetal Heart 


A A 

u.u 


Rrpact pa 


0.0 jHeart Pool 


U.7 


Rrpacf - pa \A 1T1 A _ 

MB-231 


0.0 jLymph Node Pool 


0.8 


Breast ca. BT 549 


0.0 jFetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 jSkeletal Muscle Pool 


0.0 


Rrenct rn MTIA.M 
DIwoM Id. lVl_L//\-l>l 


0.3 (Spleen Pool 


0.0 


Breast Pool 


100.0 jThymusPool 


0.0 


Trachea 


0 0 jCNS cancer (glio/astro) 
]U87-MG 


0.0 


Lung 


0 0 JCNS cancer (glio/astro) 
JU-118-MG 


0.0 


Fetal Lung 


0 « jCNS cancer 

J(neuro;met) SK-N-AS 


0.0 


Lungca.NCI-N417 j 


n n jCNS cancer (astro) SF- 
|539 


0.0 


Lungca. LX-1 


ft n jCNS cancer (astro) 
U jSNB-75 


0.0 


Lung ca. NCI-H 146 


n n |CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


n n CNS cancer (glio) SF- 
U J295 


0.0 


Lung ca. A549 


0.0 ]Brain (Amygdala) Pool 


0.0 


Lung ca. NCI-H526 i 


0.0 jBrain (cerebellum) 


0.0 


Lungca,NCI-H23 | 


0.0 jBrain (fetal) 


0.0 
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Lung ca. NCI-H460 


0.0 


jBrain (Hippocampus) 

irOOl 


0.0 


T ims> HAD 

Lung ca. rlUr-oz 


u.u 


ICerebral Cortex Pool 


A A 


Lung ca. NCI-H522 ! 


0.0 


jBrain (Substantia nigra) 
Pool 


0.0 


Liver 


9.5 


terain (Thalamus) Pool 


0.0 


Fetal Liver 


21.0 


jBrain (whole) 


0.0 


Liver ca HenG2 


0.0 


ISninal Cord Pool 


0.0 


Kidnev Pool 


17.4 


lAdrenal Gland 


0.0 


Fetal ICidnev 


6.5 


iPituitarv eland Pool 


0.0 


Renal ca. 786-0 


0.0 


jSalivary Gland 


0.0 


Renal ca. A498 


0.0 


jThyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


jPancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


jPancreas Pool 


0.0 



CNS_neurodegeneration_vl.O Summary: Ag3250 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening__panel_vL4 Summary: Ag3250 Expression of the CG57468-01 gene is 
highest in normal breast (CT = 23.8). In addition, this gene is highly expressed in fetal/adult 
kidney and fetal/adult liver (CTs = 26-27). Thus, expression of this gene may be used to 
distinguish these tissues from the other samples on this panel. Strikingly, expression of this 
gene is much lower in breast, kidney, and liver cancer cell lines. Therapeutic modulation of 
the activity of this gene or its protein product may be of benefit in the treatment of these types 
of cancers. 

Panel 4D Summary: Ag3250 Expression of this gene is low/undetectable (CTs > 35) across 
all of the samples on this panel (data not shown). 

CV. CG59609-01: PEPTIDYL-PROLYL CIS-TRANS ISOMERASE A 

Expression of gene CG59609-01 was assessed using the primer-probe set Ag3494, 
described in Table CVA. Results of the RTQ-PCR runs are shown in Tables CVB and CVC. 



Table CVA . Probe Name Ag3494 



Primers 


Sequences 


Length; 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -ccgttctatcagccatggt-3 ' 


19 1 


3 


704 


Probe 


TET-5 ' -ccccaccaggttcttagacatcatcg-3 ' - 
TAMRA 


26 


25 


705 
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Reverse 


5 ''-aaggagacacgtcccaagag-3 1 


20 


62 


706 



Table CVB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3494, 
Run 217215292 


Tissue Name 


Rel. Exp.(%) Ag3494, 
Run 217215292 


Adipose 


0.0 


Renal ca. TK- 10 


0.0 


Melanoma* 
Hs688(A).T 


0 0 


oiauuwi 


0 0 


Melanoma* 
Hs688(B).T 


0 0 


Gastric ca. (liver met.) 
NCI-N87 


U.v/ 


Melanoma* M14 


25.5 


Gastric ca. KATO HI 


0.0 


Melanoma* 
LOXIMVI 


0 0 


Colon ca SW-94R 


0 0 

V/.v/ 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


33.4 


Colon ca * (SW480 
met) SW620 


0.0 


Testis Pool 


100.0 


Colon ca. HT29 


0.0 


Prostate ca.* (bone i 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.0 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 ! 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


n ft 


v^oioii ruui 


n ft 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


79.0 j 


Stomach Pool 


0.0 


Ovarian ca. j 

UVLAK-o 


0.0 ! 


Bone Marrow Pool 


0.0 


Oviirv 

W V dl y 


0 0 


1 WlCll I lWdl L 


0 0 


Breast ca. MCF-7 j 


0.0 


Heart Pool 


0.0 


Breast ca. MDA- 
MB-231 


41.8 


Lymph Node Pool 


0.0. 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


Breast ca. MD A-N 


86.5 


Spleen Pool 


0.0 


Breast Pool 


0.0 


Thymus Pool 


0.0 
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Trachea 


0.0 


jCNS cancer (glio/astro) 
JU87-MG 


0.0 


Lung 


0.0 


jCNS cancer (glio/astro) 
IU-118-MG 


0.0 


Fetal Lung 


0.0 


jCNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


jCNS cancer (astro) SF- 
J539 


0.0 


Lung ca. LX-1 


0.0 


JCNS cancer (astro) 
. |SNB-75 


0.0 


Lung ca. NCI-H146 


0.0 


|CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


40.6 


jCNo cancer (glio) br- 
J295 


0.0 


Lung ca. A549 j 


0.0 


jBrain (Amygdala) Pool 


0.0 


L/Ung Ca. JNL^I-XlDZO 


a a 
u.u 


|Brain (cerebellum) 


a a 
U.U 


idling ca. iNv^i-xiz^ 


a a 
U.U 


jtJrain (tetaij 


A A 
U.U 


Lungca.NCI-H460 


0.0 


jBrain (Hippocampus) 

jrOOI 


0.0 


i^Ung Ca. rHJr-OZ 


A A 

U.U 


jCerebral Cortex Pool 


A A 
U.U 


Lung ca. NCI-H522 


0.0 


Brain (Substantia nigra) 
jPool 


0.0 


Liver 


0.0 


iBrain fThalarniis^ Pool 


0.0 


Fetal Liver 


0.0 


iBrain fwhole^ 

lul Will 1 TTHVIVI 


0.0 


Liver ca. HepG2 


0.0 


ISoinal Cord Pool 


0.0 


Kidney Pool 


47.0 


1 Adrenal Gland 


0.0 


Fetal Kidnev 


0.0 


IPituitarv eland Pool 


0.0 


Renal ca. 786-0 


0.0 


jSalivary Gland 


0.0 


Renal ca. A498 


0.0 


jThyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


jPancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


jPancreas Pool 


0.0 



Table CVC. Panel 4D 



Tissue Name 


Rel. Exp.(%) 
Ag3494, Run 
166441744 


Tissue Name 


Rel. Exp.(%) 
Ag3494, Run 
166441744 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest j 


0.0 


HUVEC IL-li 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 


0.0 
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Jnone 




Primarv Th 1 act 

A 11111U1 J A AA A Ovl 


0 0 iLung Microvascular EC 
U jTNFalpha + IL-lbeta 


10.2 


Primarv Th2 act 

^ X 1111**1 J JL 1 1 ■ ^ ilv t> . 


q q jMicro vascular Dermal EC 
jnone 


0.0 


Primarv Trl act 

X AlAllCU ¥ 111 CIWL- 


ft n jMicrosvasular Dermal EC 
|TNFalpha + IL-lbeta 


0.0 


Pnnriarv TH 1 rpQt 
j. iiiucu y Alii i&ot 


n n [Bronchial epithelium 
jTNFalpha + ILlbeta 


0.0 


Primarv Th2 re^t 

X 11111CU Y 111a> Iv3l 


n n Small airway epithelium 
(none 


0.0 


Primarv Trl rest 

A. 111111U f AAA. 1VUV 


ft * jSmall airway epithelium 
|TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 jcoronery artery SMC rest i 


0.0 


CD45RO CD4 
lymphocyte act 


0 0 jCoronery artery SMC 
jTNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 j Astrocytes rest 


0.0 


Secondary CD8 j 
lymphocyte rest 


00 (Astrocytes TNFalpha + 
JlL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0 0 KU-812 fBasonhin rest 


0.0 


(TD4 lvmnhocvte none 

K*/l^~ 1 V lill/llvv Jr IV 11 VI IV 


Q Q KU-812 (Basophil) 
jPMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- \ 
CD95CH11 


Q Q CCD 1106 (Keratinocytes) 
(none 


0.0 


LAK cells rest 


n ft CCD 1106 (Keratinocytes) 
(TNFalpha + IL- 1 beta 


0.0 


T A T7 1 1 TT ^ 

LAK cells IL-2 


0.0 jLiver cirrhosis 


100.0 


LAK cells IL-2+IL-12 \ 


5.6 jLupus kidney 


4.6 


LAK cells IL-2+IFN ! 
gamma 


0.0 NCI-H292 none 


0.0 


T" A f y 1 • TT A , TT 4 n 

LAK cells IL-2+IL- 18 ; 


0.0 JNCI-H292 IL-4 


0.0 


T A TT 11 

LAK cells 
PMA/ionomycin 


0.0 |nCI-H292 IL-9 


0.0 


NK Cells IL-2 rest 


0.0 |NCI-H292 IL-13 


0.0 


Two Way MLR 3 day 


0.0 |NCI-H292 IFN gamma 


0.0 


Two Way MLR 5 day 


0.0 |HPAEC none 


u.U - 


Two Way MLR 7 day 


0.0 


HPAEC TNF alpha + IL-1 
beta 


0.0 


rhJML/ rest 


0.0 


Lung fibroblast none 


0.0 


PBMC PWM 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


0.0 


PBMC PHA-L 


0.0 


Lung fibroblast IL-4 


0.0 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


0.0 
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Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-13 


0.0 


B lymphocytes PWM 


0.0 


Lung fibroblast EFN 
gamma 


0.0 


B lymphocytes CD40L 
andIL-4 


0.0 


Dermal fibroblast 
CCD 1070 rest 


7.7 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070TNF alpha 


0.0 


EOL-1 dbcAMP 

x^ivi/vionoinycin 


0.0 


Dermal fibroblast 

prn 1 07 fi TT 1 k**tQ 

V/L-Ulv/u LLr-1 Oeia 


1.4 


Dendritic cells none 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


jjenuntic cens uro 


n n 
w 


jjermai iiDroDiasi 


U.U 


uenuruic cens ctnii- 
CD40 


0.0 


IBD Colitis 2 


26.2 


Monocytes rest 


0.0 


IBD Crohn's 


13.8" 


Monocytes LPS 


0.0 


Colon 


17.6 


Macrophages rest 


0.0 


Lung 


8.1 


Macrophages LPS 


0.0 


Thymus 


16.5 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3494 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_j>aoel_vl.4 Summary: Ag3494 Expression of the CG59609-01 gene is 
highest in testis (CT = 34.3). In addition, low but significant expression of this gene is detected 
in a breast cancer cell line and an ovarian cancer cell line. Thus, expression of this gene may 
be used to distinguish these samples from the other samples on this panel. Furthermore, 
therapeutic modulation of the activity of this gene may be of benefit in the treatment of 
fertility, breast cancer, and ovarian cancer. 

Panel 4D Summary: Ag3494 Expression of the CG59609-01 gene is highest in a liver 
cirrhosis sample (CT = 34.3). In addition, low but significant expression of this gene is 
detected in samples from thymus as well as from normal and IBD colon. Thus, expression of 
this gene may be used to distinguish these samples from the other samples on this panel. 
Furthermore, therapies designed with the protein encoded for by this gene may potentially 
modulate liver function and play a role in the identification and treatment of inflammatory or 
autoimmune diseases which effect the liver including liver cirrhosis and fibrosis. 
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CW. CG59613-01: PROLIFERATING CELL NUCLEAR ANTIGEN 

Expression of gene CG596 13-01 was assessed using the primer-probe set Ag3496, 
described in Table CWA. Results of the RTQ-PCR runs are shown in Tables CWB and CWC. 



Table CWA . Probe Name Ag3496 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -cacataccactgtgaccacaac-3 1 


22 | 


238 


707 


Probe 


TET-5 ' -cctcaccagcatgtccaaaatgctaa-3 ' - 
TAMRA 


26 | 


277 


708 


Reverse 


5 1 -tgtcttcactgccattgttgta-:3 ' 


22 j 


305 


709 



Table CWB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3496, 
Run 217217871 


| Tissue Name 


Rel. Exp.(%) Ag3496, 
Run 217217871 


Adipose 


9.6 


jRenal ca. TK-10 


21.8 


Melanoma* 
Hs688(A).T 


25.2 


|B ladder 


11.4 


Melanoma* 
Hs688(B).T 


20.4 


jGastric ca. (liver met.) ! 
|NC1-N87 


3.9 


Melanoma* Ml 4 


0.0 


jGastric ca. KATO III 


1.1 


Melanoma* 
LOXIMVI 


0.0 


jcolon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


1.5 


jcolonca. SW480 


1.7 


Squamous cell 
carcinoma SCC-4 


5.4 


Colon ca.*(SW480 
jmet) SW620 


2.0 


Testis Pool 


56.3 


jColonca. HT29 


3.9 


Prostate ca.* (bone 
met) PC-3 


2.6 


jcolon ca.HCT-116 


12.9 


Prostate Pool 


37.6 


jColon ca. CaCo-2 


8.4 


Placenta 


0.0 


jColon cancer tissue 


1.4 


Uterus Pool 


21.5 


jColonca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


18.3 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 

3 i 


1.9 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


8.0 


jColon Pool 


29.9 


Ovarian ca. 
OVCAR-5 


2.9 


jsmall Intestine Pool 


57.8 
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Ovarian ca. IGROV- 

i 
i 


0.0 


Stomach Pool 


38.7 


\J VaTJall l/d. 

OVCAR-8 


0.0 


Bone Marrow Pool 


6.3 


KJvdiy 


A 0 


reiai neari 


o.z 


ureas i ca. ivii^r - / 


4.3 


riean rooi 




•DlwaSl Ca. 1YLL^/V- 

MB-231 


6.4 


Lymph Node Pool 


64.6 


Breast ca. BT 549 


4.7 


! 


Fetal Skeletal Muscle 


31.6 


Breast ca. T47D 


12.9 




Skeletal Muscle Pool 


0.0 




0.0 


jSpleen Pool 


1 7 
1. / 


Breast Pool | 


47.6 


jThymus Pool 


47.3 


Trachea 


26.1 




CNS cancer (glio/astro) 
U87-MG 


2.3 


Lung 


7.7 




CNS cancer (glio/astro) 
U-118-MG 


22.5 


Fetal Lung 


82.9 




CNS cancer 
(neuro;met) SK-N-AS 


0.9 


Lung ca. NCI-N417 


0.0 




CNS cancer (astro) SF- 
539 


1.8 


Lungca. LX-1 


0.0 




CNS cancer (astro) 
SNB-75 


35.4 


Lung ca. NCI-H146 | 


0.0 




CNS cancer (glio) 
SNB-19 


0.0 


Lung ca. SHP-77 


3.7 




CNS cancer (glio) SF- 
295 


9.2 


Lung ca. A549 


0.0 


jBrain (Amygdala) Pool 


0.0 


T una ra lNJPT-H^?^ ; 


0.0 




Brain (cerebellum) 


u.u 


T liner r a 


46.0 




Brain (fetal) 




Lung ca. NCI-H460 ] 


0.5 




Brain (Hippocampus) 
Pool 


0.0 


T una pa 


7.5 


(Cerebral Cortex Pool 


1 .o 


Lungca.NCI-H522 


2.1 




Brain (Substantia nigra) 
Pool 


3.8 


Liver 


0.0 


jBrain (Thalamus) Pool 


3.2 


Fetal Liver 


7.9 


jBrain (whole) 


4.2 


Liver ca. HepG2 


0.0 


jSpinal Cord Pool 


1.9 


Kidney Pool 


80.7 


jAdrenal Gland 


1.7 


Fetal Kidney 


100.0 


jPituitary gland Pool 


0.7 


Renal ca. 786-0 i 


13.3 


jSalivary Gland 


6.2 


Renal ca. A498 


0.0 


jThyroid (female) 


2.6 


Renal ca. ACHN 


23.8 


jPancreatic ca. CAPAN2 


5.5 


Renal ca.UO-31 


13.7 


(Pancreas Pool 


48.6 
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Tissue Name 


Rel. Exp.(%) 
Ag3496, Run 

*1 £.£LA At OOO 

166441 888 


Tissue Name 


Rel. Exp.(%) 
Ag3496, Run 
166441888 


Secondary Thl act 


0.0 


T TT Tl TT^ /"I TT 1 L a. 

HUVEC IL-lbeta 


0.7 


Secondary Th2 act 


0.7 


HUVEC IFN gamma 


1.0 


Secondary Trl act 


0.0 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest \ 


0.7 


HUVEC TNF alpha +IL4 


0.6 


Secondary Th2 rest 


1.2 


HUVEC IL-ll 


0.4 


Secondary Trl rest 


0.4 


Lung Microvascular EC 
none 


1.0 


Primary Thl act 


0.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1.0 


Primary Th2 act 


1.2 


Microvascular Dermal EC 
none 


0.4 


Primary Trl act j 


0.8 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.2 


Primary Thl rest 


1.5 


Bronchial epithelium 
TNFalpha + ILlbeta 


5.2 


Primary Th2 rest 


1.0 


Small airway epithelium 
none 


6.6 


Primary Trl rest 


1.5 


Small airway epithelium 
TNFalpha + IL-lbeta 


100.0 


CD45RA CD4 
lymphocyte act 


2.1 


Coronerv arterv SMC rest 


2.6 


CD45RO CD4 
lymphocyte act 


0.9 


Coronery artery SMC 
TNFalpha+ IL-lbeta 


1.5 


CD8 lymphocyte act 


2.1 


Astrocytes rest 


13.1 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


7.4 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


4.2 


CD4 lymphocyte none 


1.8 


KU-812 (Basophil) 
PMA/ionomycin 


5.2 


2ry Thl/Th2/Trl anti- ! 
CD95CH11 


0.7 


CCDH06 (Keratinocytes) 
none 


17.9 


LAX cells rest ! 


0.0 


CCDl 1 06 (Keratinocytes) 
liNraipna + IL-lbeta 


82.4 


LAK cells IL-2 


2.3 


Liver cirrhosis 


17.2 


LAKcellsIL-2+IL-12 1 


1.7 


Lupus kidney 


9.3 


LAK cells IL-2+IFN 
gamma 


2.3 


NCI-H292 none 

r 


0.3 


LAKcellsIL-2+IL-18 ; 


3.1 


NCI-H292 IL-4 


0.8 
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PMA/ionomycin 


0.2 


NCI-H292IL-9 


3.0 


NK Cells IL-2 rest 


2.7 


NCI-H292IL-13 


1.9 


i wo w ay lvii^iv j uay 




iNui-iizyz ir in gamma 




i wo w ay ivii^iv j uay 




nr/vcL none 


U.J 


Two Way MLR 7 day 


.0.2 


HPAEC TNF alpha + IL-1 

ucLa 


0.6 


x DiVl^ rcsi 


1 0 


idling iiDroDiasi none 


IZ.j 


PBMC PWM 


1.7 


i^ung iiuroDiasi i iNr aipna 
+ IL-l beta 


2.9 


PUMP PTT A T 


fi 7 


i^ung nDiODiasi iu-*f 


1 1 fi 

1 l.U 


Ramos (B cell) none 


0.0 


Lung fibroblast IL-9 


5.3 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IL-1 3 


10.4 


B lymphocytes PWM 


0.9 


Lung fibroblast EFN 
gamma 


11.9 


B lymphocytes CD40L 
and IL-4 


2.8 


Dermal fibroblast 
CCD1070rest 


11.7 


EOL-1 dbcAMP j 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


5.8 


EOL-1 dbcAMP 
Fivi/viononiycin j 


0.9 


Dermal fibroblast 

rTTMfnfiTT 1 Koto 

Ks\sU iv /u LLf-i oeta 


2.3 


Dendritic cells none 


0.1 


Dermal fibroblast IFN 
ganuna 


8.8 


FU»nHritir r**11c T P^ 
L/cnuriiii; lciio i^i o 




i^ennai iiuroDiasi iL,-*t 


1 I.J 


JL/CUUI111C CCUS dllll- 

CD40 


0.6 


IBD Colitis 2 


2.6 


Monocytes rest 


0.7 


IBD Crohn's 


1.3 


Monocytes LPS 


0.0 


Colon 


11.4 


Macrophages rest 


0.0 


Lung 


1.9 


Macrophages LPS j 


0.0 


Thymus 


3.8 


HUVEC none 


1.0 


Kidney 


7.2 


HUVEC starved 


1.4 







CNS_neurodegeneration_vl.O Summary: Ag3496 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screening_panel_vl.4 Summary: Ag3496 Expression of the CG59613-01 gene is 
highest in fetal and adult kidney (CTs = 31). This gene is also expressed at higher levels in 
fetal lung (CT = 31.4) than in adult lung (CT = 34.8), suggesting that expression of this gene 
can be used to distinguish adult and fetal lung and that this gene may play a role in lung 
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development and regeneration. Differentially higher expression in fetal tissues also occurs in 
brain and skeletal muscle. 

In general, expression of this gene is associated with normal tissues rather than cancer 
cell lines. Specifically, CG59613-01 gene expression is downregulated in pancreatic, colon, 
gastric, renal, lung, breast and prostate cancer cell lines when compared to their respective 
normal tissues. Therefore, therapeutic modulation of the activity of this gene maybe of benefit 
in the treatment of these cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, adipose, adrenal gland, fetal skeletal muscle, and the gastrointestinal tract. 
Therefore, therapeutic modulation of the activity of this gene may prove useful in the 
treatment of endocrine/metabolically related diseases, such as obesity and diabetes. 

Panel 4D Summary: Ag3496 Expression of the CG59613-01 gene is highest in small airway 
epithelium treated with TNF alpha and IL-1 beta (CT = 29.4). In addition, this gene is 
substantially upregulated in keratinocytes treated with TNF alpha and IL-1 beta. Low 
expression of this gene is also seen in lung and dermal fibroblasts independent of treatment. 
Therefore, therapeutics designed with the protein encoded by the transcript may reduce or 
eliminate symptoms caused by inflammation of the lung and skin in chronic obstructive 
pulmonary disease, asthma, allergy, emphysema, and psoriasis. 

CX. CG59619-01: ACTIN, CYTOPLASMIC 2 

Expression of gene CG59619-01 was assessed using the primer-probe set Ag3498, 
described in Table CXA. Results of the RTQ-PCR runs are shown in Tables CXB and CXC. 



Table CXA. Probe Name Ag3498 



Primers 


Sequences 


Length 


Start 
Position 


I SEQ ID 
| NO: 


Forward 


5 ' -tgatatggacatccccaaag-3 1 


20 


860 


1 71 o 


Probe 


TET-5 ' -acctgtacgccaacacagtgctgtct-3 • - 
TAMRA 


26 


880 


| 711 


Reverse 


5 ' -atctccttctgcatcctattgg-3 ' 


22 ! 


934 


! 712 



Table CXB . General_screening_panel_vl .4 



Tissue Name 



Rel. Exp.(%) Ag3498, | Tissue Name | Rel. Exp.(%) Ag3498, 
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Run 217217871 




Run 217217871 


Adipose 


4.7 


Renal ca. TK- 10 


0.0 


Melanoma* 

WcfiRRf A 1 * T 


0.0 


Bladder 


3.3 


Melanoma* 


0.0 


Gastric ca. (liver met.) 


0.0 


Melanoma* M14 


0,0 


Gastric ca. KATO in 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
Carcinoma oi^v^- 4 * 


0.0 


Colon ca* (SW480 


0.0 


Tactic Pnnl 


i 

j j.i 


Pnlnn ra HT90 




r iUolalC Ca. IUUI1C 

met)PC-3 


0.0 


Colon ca. HCT-116 


8.7 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


4.9 


x lovciiia 


0 0 


iWInn r*unr*PT ticciip 
v_^\jiuii ^oiiwwi ii a otic 


0 0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


6.6 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- j 
3 


9.5 


Colon ca. SW-48 


0.0 


Ovanan ca. 
OVCAR-4 


0.0 


Colon Pool 


18.3 


Ovanan ca. 
OVCAR-5 


17.9 


Small Intestine Pool 


26.2 


Ovanan ca. IGROV- 

i 
i 


0.0 


Stomach Pool 


7.2 


V_/ Vol loll ta. 

OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 






J/Clai iiCal l 


ft & 

V.*T 


DlwaoL ta, 1V1V_/F-/ 






1 1 2 


DlCaol ta. IVllvAV" 

MB-231 


0.0 


Lymph Node Pool 


34.2 


Breast ca. BT 549 


8.4 


Fetal Skeletal Muscle 


12.9 


Breast ca. T47D j 


2.5 


Skeletal Muscle Pool 


10.8 


iJiCoSl Ca. ivll^J/A.-lN 


n n 
u.u 


opiccn x^ooi 


A 7 


Breast Pool 


13.7 


Thymus Pool 


27.0 


Trachea 


5.4 


/—»X TO / 1 • / j \ 

CNS cancer (gho/astro) 
U87-MG 


0.0 


Lung 


7.0 


CNS cancer (glio/astro) 
U-118-MG 


2.2 


Fetal Lung 


7.9 


CNS cancer 


0.0 
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(neuro;met) SK-N-AS 




Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.0 


Lung ca.NCI-H146 


3.1 


CNS cancer (glio) 
OiSD-iy 


0.0 


Lung ca. SHP-77 


0.0 


v^fNo cancer vgnoj or- 
295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


12.9 


T una ' 




Drain ^cereoeiiuinj 


J.Z 


T una pa NPT-R9^ 


ft ft 

U.v 


ordiii ^ieuuj 


1 0 o 


Lung ca. NCI-H460 


0.0 


Brain (Hippocampus) 
rooi 


6.0 


T lino r*a 

idling Ca. nur-Oii 


n n 
u.u 


cereorai cortex rooi . 


A O 


Lungca.NCI-H522 


0.0 


Drain ipuDsuuiua nigra^ 
Pool 


26.6 


Liver 


0.0 


Brain (Thalamus) Pool 


37.9 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


100.0 


Adrenal Gland 


0.0 


Fetal Kidney 


4.4 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


6.5 


Renal ca.UO-31 


0.0 


Pancreas Pool 


6.3 



Table CXC. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3498, Run 
169839576 


Tissue Name 


Rel. Exp.(%) 
Ag3498, Run 
169839576 


Secondary Thl act 


78.5 


HUVEC IL-lbeta 


11.3 


Secondary Th2 act 


17.0 


HUVEC IFN gamma 


12.4 


Secondary Trl act 


17.9 


HUVEC TNF alpha + IFN 
gamma 


15.7 


Secondary Thl rest 


5.2 


HUVEC TNF alpha + IL4 


12.5 


Secondary Th2 rest 


7.0 


HUVEC IL-11 


5.4 


Secondary Trl rest 


5.5 


Lung Microvascular EC 
none 


17.2 


Primary Thl act 


14.8 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


7.6 


Primary Th2 act 


16.0 


Microvascular Dermal EC 
none 


8.1 
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Primary Trl act 


13.3 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


8.0 


Primary Thl rest 


8.2 


Bronchial epithelium 
TNFalpha + ILibeta 


5.3 


Primary Th2 rest 


7.1 


Small airway epithelium 
none 


4.3 


Primary Trl rest 


8.1 


Small airway epithelium 
TNFalpha + IL-lbeta 


6.4 


CD45RA CD4 

1vfYinnnr\/tp opt 

lympiiut/yic avi 


15.8 


Coronery artery SMC rest 


5.8 


CD45RO CD4 


15.9 


Coronery artery SMC 
i iNr aipna t jjl,- i oeta 


5.9 


CD8 lymphocyte act 


19.6 


Astrocytes rest 


6.2 


Secondary CD8 
lymphocyte rest 


14.0 


Astrocytes TNFalpha + 
IL-lbeta 


4.6 


Secondary CD8 
lymphocyte act 


9.7 


KU-8 12 (Basophil) rest 


34.4 


CD4 lymphocyte none 


4.3 


KU-8 12 (Basophil) 
PMA/ionomycin 


31.9 


2ry Thl/Th2/Trl_anti- ; 


6.1 


CCD 1 106 (Keratinocytes) 
none 


28.9 


LAK cells rest 


12.6 


V/V^L^ 1 1 uo ^jvcraiinocyies ) 
TNFalpha + IL-lbeta 


34.2 


LAK celk TT -2 


0 Q 


T typr piiTnACi c 

irfivcr cirrnosis 


1 A 


T AK celk TT -2+TT -1 1 




iNv^i'xizyz none 


0 1 


LAK cells IL-2+IFN 


9.4 


NCI-H292 IL-4 


13.1 


T AK relic TT -2+ TT -1 8 




>JpT TJ9Q9 TT O 


1*7 7 


PMA/ionomycin 


13.9 


NCI-H292 IL-13 


13.6 






MPT 149 QO TTTXT rrommo 

lNv^i-nzyz it in gamma 


LL.L 


Twn Wflv MT T? ^ Hnv 




xxr/vcv^ none 


A A 
4.4 


Two Way MLR 5 day j 


14.4 


HPAECTNF alpha + IL-1 

UCla 


12.4 


Twn Wav MT R 7 Hav 


0.0 


i^ung iioruDiasi none 




PBMC rest 


6.6 


T uncr fiKrnhlact TVTT7 olnVio 

i^ung iiuiODiaSl llNr aipna 
+ IL-1 beta 


14.6 


PBMC PWM 


16.8 


Lung fibroblast IL-4 


8.8 


PBMC PHA-L 


15.1 


T UTirt nnrnnlocf TT O 

L/Ung nuroDiasi iL,-y 




Ramos (B cell) none 


13.0 


Lung fibroblast IL-13 


10.2 


Ramos (B cell) J ^ 
ionomycin j 


Lung fibroblast EFN 
gamma 


17.8 


B lymphocytes PWM | 13.7 


Dermal fibroblast 
CCD1 070 rest 


9.8 


B lymphocytes CD40L j 13.8 


Dermal fibroblast 


10.8 
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and IL-4 




CCD1070 TNF alpha 




EOL-1 dbcAMP 


11.1 


Dermal fibroblast 


11.2 


POT -1 Ahr AMP 

PMA/ionomycin 


100.0 


gamma 


19.8 


uenuniic cens none 




n^fTYlQl TlWtV\r\l Oct TT A 

JJClUlal IlurODlaSl li^-*r 


Q 7 


non^riti/^ sialic T PQ 

jjenanuc cens Lro 




uermai riDroDiasis rest 


7 7 


jjenanue cens anii- 
CD40 


13.2 


Neutrophils TNFa+LPS 


0.7 


Monocytes rest 


8.9 


Neutrophils rest 


1.1 


Monocytes LPS 


32.5 


Colon 


4.4 


Macrophages rest 


12.6 


Lung 


5.1 


Macrophages LPS 


17.3 


Thymus j 


7.3 


HUVEC none 


6.2 


Kidney 


4.9 


HUVEC starved 


10.0 







CNS_neurodegeneration_vl.O Summary: Ag3498 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 



General_screeningj>anel_vl.4 Summary: Ag3498 The CG59619-01 gene is only 
expressed at detectable levels in the adult kidney (CT = 34.2). Thus, expression of this gene 
can be used to distinguish kidney from the other samples on this panel. In addition, expression 
of this gene is much lower in fetal kidney (CT = 38.7), suggesting that this gene can be used to 
distinguish between the fetal and adult source of this tissue. Furthermore, this gene is not 
expressed at detectable levels in renal cancer cell lines. Therefore, therapeutic modulation of 
this gene may be of use in the treatment of renal cell carcinoma. 

Panel 4.1D Summary: Ag3498 Expression of the CG59619-01 gene is highest in activated 
eosinophils (CT = 25.7), displaying 10-fold upregulation when compared to the control 
eosinophils. Therefore, therapies designed with the protein encoded for by this gene could 
block or inhibit inflammation or tissue damage due to eosinophil activation in response to 
asthma, ulcerative colitis and parasitic diseases. 

The CG596 19-01 gene is expressed at moderate levels in the majority of samples on 
this panel, including T cells, B cells, endothelial cells, macrophages, monocytes, dendritic 
cells, basophils and peripheral blood mononuclear cells, as well as epithelial and fibroblast cell 
types from lung and skin, and normal tissues represented by colon, lung, thymus and kidney. 
This ubiquitous pattern of expression suggests that this gene product may be involved in 
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homeostatic processes for these and other cell types and tissues. Therefore, modulation of the 
gene product with a functional therapeutic may lead to the alteration of functions associated 
with these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

CY. CG59621-01 : SELENIDE, WATER DIKINASE 1 

Expression of gene CG59621-01 was assessed using the primer-probe set Ag3764, 
described in Table CYA. 

Table CYA . Probe Name Ae3764 



Primers 


Sequences 


jLength 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -catgttcagcctcatgcat-3 ' 


1 1* 


925 


713 


Probe 


TET-5 ' -agacctcaggcggccttctgatct-3 1 - 
TAMRA 


i 24 


957 


714 


Reverse 


5 1 -ctgcttgctgacatggtaaac-3 1 




981 


715 



General screening panel^vl.4 Summary: Ag3764 Results from one experiment with the 
CG59621-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 



Panel 4.1D Summary: Ag3764 Expression of this gene is low/undetectable (CTs > 35) 
across all of the samples on this panel (data not shown). 

CZ. CG59625-01 : GLUCOSE TRANSPORTER TYPE 3 

Expression of gene CG59625-01 was assessed using the primer-probe set Ag3499, 
described in Table CZA. Results of the RTQ-PCR runs are shown in Tables CZB and CZC. 

Table CZA . Probe Name Ag3499 



Primers 


Sequences 


Lengthj 


Start 
. Position 


SEQ ID 
NO: 


Forward 


5 * -cttcccctctgctgcttactat-3 ' 


22 j 


1298 


716 


Probe 


TET-5 ' -ttttattatcttcaccggcttcctca-3 ' - 
TAMRA 


26 J 


1334 


717 


Reverse 


5 ' -gaaggtaaaggccaagaaggta-3 ' 


22 j 


1361 


718 
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Tissue Name 


Rel. Exp.(%) Ag3499, 
Run 210935864 


Tissue Name 


Rel. Exp.(%) Ag3499, 
Run 210935864 


AD 1 Hippo 


5.8 


Control (Path) 3 
Temporal Ctx 


4.9 


AD 2 Hippo 


25.9 


Control (Path) 4 
Temporal Ctx 


32.3 


AD 3 Hippo 


5.8 


AD 1 Occipital Ctx 


11.6 


AD 4 Hippo 


1.5 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AJJ 3 hippo 


100.0 


AD 3 Occipital Ctx 


5.1 


AD 6 Hippo 


29.7 


AD 4 Occipital Ctx 


4.5 


Control 2 Hippo 


31.9 


AD 5 Occipital Ctx 


39.2 


Control 4 Hippo 


0.0 


AD 6 Occipital Ctx 


72.2 


Control (Path) 3 
Hippo 


6.6 


Control 1 Occipital 
Ctx 


13.5 


AD 1 Temporal Ctx I 


7.0 


Control 2 Occipital 
Ctx 


82.4 


AD 2 Temporal Ctx j 


49.3 


Control 3 Occipital 
Ctx 


8.8 


AD 3 Temporal Ctx • 


2.9 


Control 4 Occipital 
Ctx 


0.0 


AD 4 Temporal Ctx i 


5.6 


Control (Path) 1 
Occipital Ctx 


64.6 


AD 5 Inf Temporal 
Ctx 


83.5 


Control (Path) 2 
Occipital Ctx 


4.0 


AD 5 SupTemporal \ 
Ctx 


37.6 


Control (Path) 3 
Occipital Ctx 


4.0 


AD 6 Inf Temporal 
Ctx 


23.0 


Control (Path) 4 
Occipital Ctx 


13.2 


AD 6 Sup Temporal 
Ctx 


24.8 


Control 1 Parietal 
Ctx 


9.9 


Control 1 Temporal 
Ctx 


11.0 


Control 2 Parietal 
Ctx 


33.2 


Control 2 Temporal 
Ctx 


50.7 


Control 3 Parietal 
Ctx 


12.1 


Control 3 Temporal 
Ctx 


6.0 


Control (Path) 1 
Parietal Ctx 


57.8 


Control 4 Temporal j 
Ctx 


0.1 


Control (Path) 2 
Parietal Ctx 


25.2 


Control (Path) 1 
Temporal Ctx 


28.9 


Control (Path) 3 
Parietal Ctx 


5.6 


Control (Path) 2 
Temporal Ctx 


13.9 


Control (Path) 4 
Parietal Ctx 


60.3 
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Tissue Name 


Rel. Exp.(%) 
Ag3499, Run 
Ioo44iy4U 


Tissue Name 


Rel. Exp.(%) 
Ag3499, Run 

1 (L4LAAA QAt\ 

ioo44iy*iu 


Secondary Thl act 


n i 
1Z. I 




A 1 
U. i 


Secondary Th2 act 


3.2 


HUVEC EFN gamma 


3.2 


Secondary Trl act 


3.6 


HUVEC TNF alpha + IFN 
gamma 


0.1 


Secondary Thl rest 


7.5 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


5.3 


HUVEC IL- 11 


0.9 


Secondary Trl rest 


6.0 


Lung Microvascular EC 
none 


2.0 


Primary Thl act 


2.4 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1.2 


Primary Th2 act 


7.5 


Microvascular Dermal EC 
none 


0.1 


Primary Trl act 


10.1 


Microsvasular Dermal EC 
TNFalpha+IL-lbeta 


0.1 


Primary Thl rest 


14.9 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.3 


Primary Th2 rest 


5.1 


Small airway epithelium 
none 


0.3 


Primary Trl rest 


5.8 


Small airway epithelium 
TNFalpha+IL-lbeta 


1.9 


CD45RA CD4 
lymphocyte act 


2.9 


Coronery artery SMC rest 


2.4 


CD45RO CD4 
lymphocyte act 


12.3 


Coronery artery SMC 
TNFalpha + IL-lbeta 


1.3 


CD8 lymphocyte act 


4.1 


Astrocytes rest 


0.3 


Secondary CD8 
lymphocyte rest 


4.3 


Astrocytes TNFalpha + 
IL-lbeta 


0.5 


Secondary CD8 
lymphocyte act 


2.9 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


3.2 


KU-812 (Basophil) 
PMA/ionomycin 


0.3 


2ryThl/Th2/Trl anti- 
CD95CH11 


6.4 


CCD1 106 (Keratinocytes) 
none 


1.9 


LAK cells rest 


8.9 


CCD 1106 (Keratinocytes) 

TXTPalnVto 4- TT 1Vif»to 

iiNraipna t iL-iucia 


30.6 


LAK cells IL-2 


14.1 


Liver cirrhosis 


19.2 


LAK cells IL-2+IL-12 ! 


7.1 


Lupus kidney 


1.5 


LAK cells IL-2+IFN 
gamma 


8.2 


NCI-H292 none 


0.5 


LAKcellsIL-2+IL-18 


6.3 


NCI-H292 IL-4 


0.8 
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j-r/viv ecus 
PMA/ionomycin 


100.0 |nCI-H292 IL-9 


0.2 


NK Cells IL-2 rest 


4.8 |NCI-H292 IL-13 


0.3 


1 WO W djr IVlUtv J (Jay 


7 A lKTr*T TTOQO TTTXI nam mo 
/.** jiN\_/i-xlZ!7Z LTIN gallUIXa 


U.z 


i wo w d.y ivjLUrv j uay 


1 (\ IttP APP nnna 

/.o jxir^/vcv^ none 


1 1 
1. / 


Two Way MLR 7 day 


a Q HP AEC TNF alpha + IL- 1 
peia 


. 1.5 


x^oivii^ res i 


u. i [LrUng iiDroDiast none 




PBMG PWM 


in q (Lung noroDiasi ij\ir aipna 
+ IL-lbeta 


. 2.7 


PPMP PHAJ 

X OIVIV^ riLr\"L 


Q 9 IT lino fiV*rT\Klact TT A 
y.z, |XwUIig IlDrODlaSl llj-*t 


A 7 


Ramos (B cell) none 


0.3 Lung fibroblast IL-9 


2.4 


Ramos (B cell) 
ionomycin 


0.2 Lung fibroblast IL-13 


3.0 


B lymphocytes PWM 


2 g jLung fibroblast IFN 
(gamma 


5.5 


B lymphocytes CD40L 
and IL-4 


« , jDermal fibroblast 
CCD1070rest 


3.7 


EOL-1 dbcAMP \ 


~ - Dermal fibroblast 

|CCD1070 TNF alpha 


15.1 


EOL-1 dbcAMP 
x ivi/v ionomycin 


„ , jDermal fibroblast 
|CCDl070 EL-1 beta 


2.5 


Dendritic cells none 


JDermal fibroblast IFN 
(gamma 


0.1 




14.2 


Dermal fibroblast IL-4 


A 1 


ucnunuc ecus aim- 
CD40 


15.1 


BD Colitis 2 


0.0 


Monocytes rest 


5.8 


BD Crohn's 


1.1 


Monocytes LPS 


12.1 


Colon 


3.3 


Macrophages rest 


0.3 


Lung 


7.9 


Macrophages LPS 


12.9 


Thymus 


0.6 


HUVEC none 


0.1 


Kidney 


9.4 


HUVEC starved 


0.1 







CNS_neurodegeneration_vl.O Summary: Ag3499 This panel confirms the expression of 
this gene at moderate levels in the brains of an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



Panel 4D Summary: Ag3499 Expression of the CG59625-01 gene is highest in 
PMA/ionomycin-treated lymphokine activated killer (LAK) cells (GT = 24.3). Since these 
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cells are involved in tumor immunology and tumor cell clearance, as well as virally and 
bacterial infected cells, therapeutic modulation of this gene product may alter the functions of 
these cells and lead to improvement in cancer cell killing as well as host immunity to 
microbial and viral infections. 

This gene is also expressed at high levels in stimulated keratinocytes, dendritic cells, 
monocytes and macrophages, suggesting that small molecule therapeutics designed against the 
CG59625-01 protein could reduce or inhibit inflammation in asthma, emphysema, allergy, 
psoriasis, arthritis, or any other condition in which localization/activation of these cell types is 
important. 

This gene is also expressed at moderate levels in a number of other cell types of 
significance in the immune response in health and disease. 



DA, CG59887-01 and CG59887-02: Amino Acid/Metabolite Permease 

Expression of gene CG59887-01 and full length clone CG59887-02 was assessed using 
the primer-probe set Ag4715, described in Table DAA. Please note that CG59887-02 
represents a full-length physical clone of the CG59887-02 gene, validating the prediction of 
the gene sequence. 



Table DAA . Probe Name Ag4715 



PrimersJ Sequences 


Length 


Start Position 


SEQ ID 

NO: 


Forward js ■ -cgtgttgtggtggttgtttt-3 ' 


20 \ 


1362 


719 


Probe jTET-5 * -actgcgcacgcgccttaacaatg-3 ' -TAMRA 


23 \ 


1383 


720 


Reverse js * -ggctagtggtcgagcaattt-3 1 


20 ; 


1426 


721 



General_screening_panel_vl.4 Summary: Ag4715 Expression of the CG59887-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) The amp plot 
indicates that there is a high probability of a probe failure. 



DB. CG59857-01: RHOTEKIN 
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Expression of gene CG59857-01 was assessed using the primer-probe set Ag3622, 
described in Table DBA. Results of the RTQ-PCR runs are shown in Tables DBB, DBC and 
DBD. 



Table DBA . Probe Name Ag3622 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -acatcctggaggacctgaatat-3 ' 


22 | 


84 


722 


Probe 


TET-5 1 -ctctacattcggcagatggcactcag-3 ' - 
TAMRA 


26 


107 


723 


Reverse 


5 ' -ggatctcatggtctagcttcct-3 ' 


22 


155 


724 



Table DBB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3622, 
Run 211005293 


Tissue Name 


Rel. Exp.(%) Ag3622, 
Run 21 1005293 


AD 1 Hippo 


10.7 


Control (Path) 3 
Temporal Ctx 


3.9 


AD 2 Hippo 


42.9 


Control (Path) 4 
Temporal Ctx 


9.2 


AD 3 Hippo 


6.9 


AD 1 Occipital Ctx 


10.1 


AD 4 Hippo 


13.2 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 Hippo 


40.6 


AD 3 Occipital Ctx 


7.1 


AD 6 Hippo 


38.4 


AD 4 Occipital Ctx 


23.3 


Control 2 Hippo 


29.9 


AD 5 Occipital Ctx 


28.5 


Control 4 Hippo 


13.6 


AD 6 Occipital Ctx 


0.1 


Control (Path) 3 
Hippo 


0.8 


Control 1 Occipital 
Ctx 


4.9 


AD 1 Temporal Ctx 


17.8 


Control 2 Occipital 
Ctx 


51.4 


AD 2 Temporal Ctx 


27.7 


Control 3 Occipital 
Ctx 


12.2 


AD 3 Temporal Ctx 


6.3 


Control 4 Occipital 
Ctx 


8.2 


AD 4 Temporal Ctx 


19.5 


Control (Path) 1 
Occipital Ctx 


58.6 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


10.2 


AD 5 Sup Temporal 
Ctx 


47.3 


Control (Path) 3 
Occipital Ctx 


5.7 


AD 6 Inf Temporal 
Ctx 


49.0 


Control (Path) 4 
Occipital Ctx 


7.9 
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AD 6 Sup Temporal 
Ctx 


29.7 


Control 1 Parietal 
Ctx 


7.6 


Control 1 Temporal 
Ctx 


5.6 


Control 2 Parietal 
Ctx 


44.4 


Control 2 Temporal 
Ctx 


34.9 


Control 3 Parietal 
Ctx 


16.2 


Control 3 Temporal 
Ctx 


13.7 


Control (Path) l 
Parietal Ctx 


32.1 


Control 3 Temporal 
Ctx 


8.2 


Control (Path) 2 
Parietal Ctx 


15.6 


Control (ratnj l 
Temporal Ctx 


18.8 


Control (Path) 3 
Parietal Ctx 


2.4 


Control (Path) 2 
Temporal Ctx 


16.0 


Control (Path) 4 
Parietal Ctx 


17.6 



Table DBC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
218211380 


Rel. Exp.(%) 
Ag3622, Run 
218307304 


Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
218211380 


Rel. Exp.(%) 
Ag3622, Run 
218307304 


Adipose 


0.7 


1.1 


Renal ca. TK-10 


4.7 


4.0 


Melanoma* 
Hs688(A).T 


t.O 


/.0 


Bladder 




3.J 


Melanoma* 
Hs688(B).T 


7.2 


6 4 


Gastric ca. (liver 
met.) NCI-N87 


6 0 




Melanoma* 
M14 


29.9 


37.9 


Gastric ca. 
KATO III 


7.8 


7.7 


Melanoma* 
LOXIMVI 


15.1 


17.2 


Colon ca. SW- 
948 


1.9 


1.3 


Melanoma* 
SK-MEL-5 


19.3 


22.7 


Colon ca. SW480 


11.0 


15.1 


Squamous cell 

carcinoma 

SCC-4 


0.4 


1.5 


Colon ca.* 
(SW480 met) 
SW620 


5.9 


10.4 


Testis Pool 


2.0 


1.7 


Colon ca. HT29 


5.4 j 


6.8 


Prostate ca.* 
(bone met) 
PC-3 


3.3 


3.4 


Colon ca. HCT- 
116 


5.6 


6.7 


Prostate Pool 


0.8 


2.3 


Colon ca. CaCo-2 


4.2 


3.2 


Placenta 


2.2 


3.0 


Colon cancer 
tissue 


2.3 \ 


3.5 


Uterus Pool 


0.8 


0.7 


Colon ca. 
SW1116 


1.1 \ 


2.9 


Ovarian ca. 
OVCAR-3 


19.5 


18.7 


Colon ca. Colo- 
205 


1.0 


0.3 
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Ovarian ca. 
SK-OV-3 


9.0 


8.0 


Colon ca. SW-48 | 1.2 


1.2 


Ovanan ca. 
OVCAR-4 


1.1 


2.2 


Colon Pool | 16.0 


5.8 


Ovanan ca. 
OVCAR-5 


6.4 


9.0 


Small Intestine 

Yin 1 

rOOl 


1.7 


3.3 


Ovanan ca. 


10.7 


10.7 


Stomach Pool 


2.7 


3.8 


Ovarian ca. 


7.1 


20.3 


Bone Marrow 
Pool 


1:2 


1.8 


Ovary 


3.2 


4.3 


Fetal Heart 


5.1 


6.5 


Breast ca. 
MCF-7 


1.1 


1.4 


Heart Pool 


1.5 


3.0 


Breast ca. 

MDA-MB- 

231 


8.8 


10.9 


Lymph Node 
Pool 


4.9 


6.5 


Breast ca. BT 
549 


4.7 


8.4 


Fetal Skeletal 
Muscle 


69.7 


11.3 


Breast ca. 

T47H 


17.0 


15.2 


Skeletal Muscle 
Pool 


2.7 


1.5 


Breast ca. 
MDA-N 


23.8 


21.0 


Spleen Pool 


2.8 


1.8 


Breast Pool 


4.4 


5.0 


Thymus Pool 


2.8 


5.9 


Trachea 


3.8 


5.8 


CNS cancer 
(glio/astro) U87- 
MG 


17.7 j 


25.0 


Lung 


0.7 


0.8 


CNS cancer 
(glio/astro) U- 
118-MG 


46.0 


57.4 


Fetal Lung 


8.2 


9.3 


CNS cancer 
(neuro;met) SK- 
N-AS 


26.8 


35.6 


Lung ca. NCI- 
N417 


0.4 


0.5 


CNS cancer 
(astro) SF-539 


9.7 


9.8 


Lung ca. LX- 
1 


9.3 


10.7 


CNS cancer 
(astro) SNB-75 


22.5 


34.4 


Lung ca. NCI- 
H146 


8.4 


6.7 


CNS cancer 
(glio) SNB-19 


9.0 ; 


13.0 


Lung ca. 
SHP-77 


7.4 


6.4 


CNS cancer 
(glio) SF-295 


33.2 


37.1 


Lung ca. 
A549 


13.3 


23.3 


Brain 

(Amygdala) Pool 


86.5 


82.9 


Lung ca. NCl- 
H526 


1.3 


1.4 


Brain 

(cerebellum) 


22.5 


30.8 


Lung ca. NCI- 
H23 


5.1 


6.0 


Brain (fetal) 


5.1 


6.5 
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Lung ca. NCI- 
H460 


5.2 


4.9 


Brain 

(Hippocampus) 
Pool 


45.4 


52.1 


Lung ca. 
HOP-62 


5.1 


7.4 


Cerebral Cortex 
Pool 


27.4 


40.3 


Lung ca. NCI- 


6.7 


9.8 


Brain (Substantia 
nigra j rooi 


46.7 


54.7 


Liver 


0.5 


0.9 


Brain (Thalamus) 

rOOl 


51.4 


90.1 


reiai -Liver 


1 7 


1.3 


Brain (whole) 




3Z.O 


Liver ca. 
xiepoz 


2.9 


4.5 


Spinal Cord Pool 


100.0 


100.0 


Kidney Pool ; 


5.3 


6.4 


Adrenal Gland 


1.5 


3.5 


Fetal Kidney 


7.0 


11.7 


Pituitary gland 
Pool 


0.3 


2.5 


Renal ca. 786- 
0 


2.8 


3.0 


Salivary Gland 


1.4 


3.2 


Renal ca. 
A498 


4.9 


5.6 


Thyroid (female) 


2.8 


2.1 


Renal ca. 
ACHN 


4.2 


4.0 


Pancreatic ca. 
CAPAN2 


1.7 


0.6 


Renal ca.UO- 
31 


10.4 


7.7 


Pancreas Pool 


5.2 


6.2 



Table DBD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
169944131 


Tissue Name 


Rel. Exp.(%) 
Ag3622, Run 
169944131 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


14.7 


Secondary Th2 act 


2.9 


HUVEC IFN gamma 


25.2 


Secondary Trl act 


7.3 


HUVEC TNF alpha + IFN 
gamma 


2.5 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


5.8 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


19.2 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


49.0 


Primary Thl act 


6.5 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


11.3 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


7.7 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


10.9 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + IL1 beta 


21.5 
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Primary Th2 rest 1 0.0 | Sma11 airway e P ithelium 

j jnone 


7.2 


Purest | 0.0 fe"™^^ 


27.9 


CD45RA CD4 
lymphocyte act 


0.8 Coronery artery SMC rest 


22.5 


CD45RO CD4 

lymphocyte act 


« s jCoronery artery SMC 
|TNFalpha + IL-lbeta 


31.4 


CD8 lymphocyte act 


1.8 (Astrocytes rest 


17.0 


Secondary CD8 
lymphocyte rest 


. , lAstrocytes TNFalpha + 
jlL-lbeta 


25.3 


Secondary CD8 
lymphocyte act 


0.2 KU-8 1 2 (Basophil) rest 


8.0 


CD4 lymphocyte none j 


0 Q KU-8 1 2 (Basophil) 
jPMA/ionomycin 


3.4 


2ry Thl/Th2/Trl_anti- -j 


4 2 CCD 1 1 06 (Keratmocytes) 

jllUIIC 


44.8 


LAK cells rest 


Q 4 CCD 1 1 06 (Keratinocytes) 

j 1 INF aipila ' ±Ld~ 1 DCla 


61.6 


T AK relk TT -7 

J^r/AJV UbllO 


u.u ji^ivcr cirrnosis 


U.U 


T AK relk TT -7+TT -1 9 


0 fl ItJPT T-T9Q9 nnnp 
u.u jiNv^x-rizi/z none 




LAK cells IL-2+IFN 

gaiiuua 


1.5 |nCI-H292 IL-4 


9.9 


LAK celk TT -2+ TT -1 8 


0 0 IkPT-R?Q? TT 0 


1 A A 

14.4 


LAK cells 

A l\(XY\C\tt\ Vf*1tl 


0.0 InCI-H292 IL-13 


1.4 


NK fVlk TT -? rf»«t 


1 3.9 |NCI-H292 IFN gamma 


1 1 .4 


1 WU W ay lvll^lV ^ uay 


3.6 jHPAEC none 




Two Way MLR 5 day 


3 g HP AEC TNF alpha + IL- 1 
(beta 


10.2 


i wo w ay ivii^iv / uay 


0.0 jLung fibroblast none 


JO.Z 


PBMC rest 


1.7 


Lung fibroblast TNF alpha 
+ IL-1 beta 


25.0 


PBMC PWM 


3.6 


Lung fibroblast IL-4 


35.8 


PBMC PHA-L 


1.3 


Lung fibroblast IL-9 


1UU.U 


Ramos (B cell) none 


0.2 


Lung fibroblast IL-13 


69.7 


Ramos (B cell) 
ionomycin 


1.1 


Lung fibroblast IFN 
gamma 


58.2 


B lymphocytes PWM 


0.5 


Dermal fibroblast 
CCD 1070 rest 


39.2 


B lymphocytes CD40L 
and IL-4 


7.9 


Dermal fibroblast 
CCD1070 TNF alpha 


5.7 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


17.4 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast IFN 


31.2 
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PMA/ionomycin 




gamma 




J-Sdiuiiiic Cviia nunc 




uermai iiDrooiast 


AA Q 

44. o 


l^CIlurillL- LCI lb .La O 




Dermal Fibroblasts rest 


1 Q 1 


i_/wlUlllll>' wWllO till 11 

CD40 


24.7 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


6:3 


Colon 


10.3 


Macrophages rest 


8.8 


Lung 


13.6 


Macrophages LPS 


3.4 


Thymus 


2.4 


HUVEC none \ 


11.1 


Kidney 


23.8 


HUVEC starved 


28.5 







CNS_neurodegeneration_vLO Summary: Ag3622 This panel confirms the expression of 
the CG59857-01 gene at significant levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. Please see Panel 1.4 for a discussion of the potential utility of this gene in 
treatment of central nervous system disorders. 

General jscreeningj>anel_vl .4 Summary: Ag3622 Two experiments with the same probe 
and primer set show highest expression of the CG59857-01 gene in spinal cord samples 
(CTs=26-28). In addition, high levels of expression of this gene are seen in brain derived 
tissue, including samples from amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and CNS cancer cell lines. Therefore, expression of this gene 
could be used to distinguish between brain derived samples and other samples used in this 
panel. Furthermore, this gene may play a role in central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

Significant expression is also detected in fetal skeletal muscle (CTs=27-31). 
Interestingly, this gene is expressed at much higher levels in fetal when compared to adult 
skeletal muscle (CTs=32-34). This observation suggests that expression of this gene can be 
used to distinguish fetal from adult skeletal muscle. In addition, the relative overexpression of 
this gene in fetal skeletal muscle suggests that the protein product may enhance muscular 
growth or development in the fetus and thus may also act in a regenerative capacity in the 
adult. Therefore, therapeutic modulation of the protein encoded by this gene could be useful in 
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treatment of muscle related diseases. More specifically, treatment of weak or dystrophic 
muscle with the protein encoded by this gene could restore muscle mass or function. 



Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

Panel 4.1D Summary: Ag3622 Highest expression of the CG59857-01 gene is seen in IL- 
9/IL-13 treated lung fibroblasts (CT=31). In addition, significant expression is seen in clusters 
of treated and untreated lung and dermal fibroblasts, epithelium and endothelium. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, and 
psoriasis. 

DC. CG59855-01 and CG59855-02: ATP SYNTHASE SUBUNIT C 

Expression of gene CG59855-01 and full length clone CG59855-02 was assessed using 
the primer-probe set Ag3621, described in Table DC A. Results of the RTQ-PCR runs are 
shown in Tables DCB and DCC. Please note that CG59855-02 represents a full-length 
physical clone of the CG59855-02 gene, validating the prediction of the gene sequence. 

Table DCA . Probe Name Ag3621 



Primers 


Sequences 


Length 


Start 
Position 


1 SEQID 
1 NO: 


Forward 


5 1 -gggtctaatcaggcctgtgt-3 ■ 


20 


73 


| 725 


Probe 


TET-5 ' -tgccttctccttgaatagcccagaga-3 ' - 
TAMRA 


26 


94 


726 


Reverse 


5 ' -ctgctgtaggaaggctgtttag-3 ' 


22 i 


126 


j 727 



Table DCB . General_screening_panel vl.4 



Tissue Name | Re ^^g5 21 ' 
j Run 217702346 


Tissue Name 


Rel. Exp.(%) Ag3621, 
Run 217702346 


Adipose j 0.0 


Renal ca. TK-10 


0.0 
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Melanoma* 


0.0 


Bladder 


7.5 


Melanoma* 


0.0 


Gastric ca. (liver met.) 

MPT WR7 


0.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca.SW-948 


0.0 


Melanoma* SK- 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma ov^v^-*f 


0.0 


Colon ca* (SW480 
met) owozU 


0.0 




jj. i 


i^oion ca. xi i 


U.U 


xiUolalC la. ^UUIIC 

met) PC-3 


0.0 


Colon ca. HCT-116 


0.0 


Prostate Pool 


3.5 


Colon ca. CaCo-2 


0.0 






i^oiun Cancer usaue 


u.u 


Uterus Pool 


5.9 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovanan ca. SK-OV- 
3 


47.6 


Colon ca. SW-48 


0.0 


Ovanan ca. 
OVCAR-4 


0.0 


Colon Pool 


57.0 


Ovanan ca. 
OVCAR-5 


0.0 j 


Small Intestine Pool 


42.9 


Ovanan ca. IGROV- 

i 
i 


0.0 


Stomach Pool 


7.5 


Vol 1 all Ca* 

OVCAR-8 


0.0 j 


Bone Marrow Pool 


7.0 


VyValy 


1 9 Q 


FClal rlCiin 


u.u 


i^xcadl va. iviv^F / 


V/.U 


XlCalT rDOI 


u.u 


OICmI La. ±V±J-/.r\~ 

MB-231 


0.0 


Lymph Node Pool 


8.1 


Breast ca. BT 549 


0.0 


Fetal Skeletal Muscle 


13.2 


Breast ca. T47D 


0.0 


Skeletal Muscle Pool 


0.0 


orCool Ca. JYLL//Y-1N 


u.u 


opieen r 001 




Breast Pool 


49.0 


Thymus Pool 


25.9 


Trachea 


46.3 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


38.4 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


100.0 


CNb cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 
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Lungca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 . 


0.0 


Lung ca. NCI-H146 


0.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


0.0 


i^ino cancer ^giity or - 
295 


0.0 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 




O 0 

V/.v 


or din ^cercutiiuiiij 


u.u 




fi 7 


-Drain \lGlalj 


u.u 


Lung ca. NCI-H460 


0.0 j 


Brain (Hippocampus) 

Print 


0.0 


T nno ra 


0 0 


v^ereurdi loitca r^ooi 




Lung ca. NCI-H522 ! 


0.0 


-DTdiii ^uUDo idii Lid. mgrdj 

Pool 


0.0 


Liver 


0.0 


Brairi (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


6.1 


Kidney Pool 


57.8 


Adrenal Gland 


0.0 


Fetal Kidney 


10.7 


Pituitary gland Pool 


12.4 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.0 


Renal ca. ACHN \ 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


63.3 



Table DCC. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3621, Run 
169944096 


Tissue Name 


Rel. Exp.(%) 
Ag3621,Run 
169944096 


Secondary Thl act 


1.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


1.0 


Secondary Trl act 


16.5 


HUVEC TNF alpha + IFN 
gamma 


0.0 


Secondary Thl rest 


7.5 


HUVEC TNF alpha +IL4 


0.0 


Secondary Th2 rest 


2.6 


HUVEC IL- 11 


7.8 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


1.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


6.7 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 


0.0 
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jTNFalpha + ILlbeta 




Primary Th2 rest 


j ^ ISmall airway epithelium 
{none 


0.0 


Primary Trl rest 


n n jSmall airway epithelium 
]TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 Jcoronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0 n ICoronery artery SMC 
|TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 jAstrocytes rest 


1.1 


Secondary CD8 
lymphocyte rest 


0 0 jAstrocytes TNFalpha + 
jlL-lbeta 


0.9 


Secondary CD8 
lymphocyte act i 


0.0 JkU-8 12 (Basophil) rest 


0.0 


CD4 lymphocyte none 


g6 KU-812 (Basophil) 
jPMA/ionomycin 


0.0 


2ryThl/Th2/Trl_anti- 


Q Q CCD 1 106 (Keratinocytes) 
jnone 


0.0 


LAK cells rest 


n n CCD1 106 (Keratinocytes) 
jTNFalpna + IL-lbeta 


0.0 


T A V s«a11o TT O 

LAK cells IL-Z 


0.0 jLiver cirrhosis 


u.u 


LAK cells IL-2+IL-12 


0.0 jNCI-H292 none 


H.J 


LAK cells IL-2+IFN 
gamma 


0.0 NCI-H292 IL-4 


0.0 


TAJ/' TT ^ i TT 1 O 

LAK cells IL-2+ IL-lo 


0.0 |NCi-H292 IL-9 


i < 
i .j 


LAK cells 
PMA/ionomycin 


2.3 |nCI-H292 IL-13 


0.0 


NK Lells IL-z rest 


0.0 |NC1-H292 IrN gamma 


n n 
u.u 


Two Way MLR 3 day 


1.3 jHPAECnone 




Two Way MLR 5 day 


n n HPAEC TNF alpha + IL- 1 

jbeta 


2.3 


lwo WayMLK / day 


0.9 jLung 11 bro blast none 


C 1 

i 


PBMC rest 


1 _ [Lung fibroblast TNF alpha 
|+ IL-1 beta 


0.0 


TIT"** /T/~* Till 7~K Jf 

PBMC PWM 


/"V /\ IT .... ,£1 LI a. TT if 

0.0 {Lung fibroblast IL-4 


0.0 


PBMC PHA-L 


0.0 |Lung fibroblast IL-9 


n n 
u.u 


Ramos (B cell) none 


0.0 |Lung fibroblast IL-13 


0.0 


Ramos (B cell) 
ionomycin 


q q jLung fibroblast IFN 
jgamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD 1070 rest 


9.0 


B lymphocytes CD40L \ 
and IL-4 


0.0 


Dermal fibroblast 
CCD1070 TNF alpha 


1.1 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1 070 IL-1 beta 


0.0 
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PMA/ionomycin 


o;o 


Lscrnial IlUiODlaol IT IN 

gamma 


0.0 


Uwiiiuiiic cello nunc 


? o 

z.u 


Ucilllal nurODlaSl ll^-*f 




lywiiUiiLiv i/Giia i-*r o 


1 / .u 


liOrTVJ Q 1 T7i f^tv\r* loofc f^cf" 

uemidi r iurooi<ioib resi 


U.U 


ucnuniic ecus <niu 
CD40 


2.7 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


100.0 


Neutrophils rest 


20.0 


Monocytes LPS 


6.1 


Colon 


0.8 


Macrophages rest 


2.8 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


9.3 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3621 Expression of the CG59855-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General screening panel vl.4 Summary: Ag3621 Expression of the CG59855-01 gene is 
restricted to samples from fetal lung and adult pancrease(CTs=34.5-35). Thus, expression of 
this gene can be used to distinguish this sample from other samples in the panel. 

The CG59855-01 gene encodes a homologue of ATP synthase subunit c, mitochondrial 
precursor. Subunit c is an intrinsic membrane component of ATP synthase, and in mammals it 
is encoded by two expressed nuclear genes, PI and P2. Both genes encode the same mature c 
subunit, but the mitochondrial import pre-sequences in the precursors of subunit c are different 
(ref. 1). Each ATP synthase complex has multiple copies of subunit C. The mitochondrial ATP 
synthase uses energy derived from a proton gradient to synthesize ATP. The structure of this 
complex has been referred to as a 'lollipop,' as the soluble Fl catalytic unit is attached to the 
mitochondrial inner membrane via the F0 unit containing subunit c. F0 subunit C transports 
protons across the mitochondrial inner membrane to the Fl-ATPase (ref. 2). 

Subunit C of the Fo region of the ATP synthase complex of the inner mitochondrial 
membrane is found in high concentrations in lysosomes in late infantile neuronal ceroid 
lipofuscinosis (Batten's disease). Kominami et al. (1995, Ref 3) found marked delay of 
degradation of subunit C in patient fibroblasts with no significant differences between control 
and patient cells with regard to degradation of cytochrome oxidase subunit IV. Furthermore, 
accumulation of labeled subunit C in the mitochondrial fraction was detected before lysosomal 
appearance of the radiolabeled subunit, suggesting to the authors a specific failure in the 
degradation of subunit C after its normal inclusion in mitochondria and its consequent 
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accumulation in lysosomes. Jolly (1995, ref 4) reported that subunit C represents more than 
50% of the accumulated metabolites in the ovine form of the disease and also accumulates 
significantly in late infantile and juvenile forms of the human disease and several other animal 
forms. The author suggested that the extreme hydrophobicity and lipophilicity of subunit C 
may be in part responsible. 

References: 

1. Dyer MR, Walker JE. (1993) Sequences of members of the human gene family for 
the c subunit of mitochondrial ATP synthase. Biochem J 293 ( Pt l):51-64 

2. OMIM 603192 

3. Kominami E, Ezaki J, Wolfe LS. (1995) New insight into lysosomal protein storage 
disease: delayed catabolism of ATP synthase subunit c in Batten disease. Neurochem Res 
20(ll):1305-9 

4. Jolly RD. (1995) Batten disease (ceroid-lipofuscinosis): the enigma of subunit c of 
mitochondrial ATP synthase accumulation. Neurochem Res 20(1 1):1301-4 

Panel 4.1D Summary: Ag3621 Expression of the CG59855-01 gene is exclusively seen in 
resting monocytes (CT=32). Thus, expression of this gene can be used to distinguish this 
sample from other samples in the panel. In addition, expression of this gene in monocytes 
suggests a role for the gene product in their function as antigen-presenting cells. This suggests 
that antibodies or small molecule therapeutics that block the function of this protein may be 
useful as anti -inflammatory therapeutics for the treatment of autoimmune and inflammatory 
diseases and for the treatment of immunosupressed individuals. 

DD. CG59807-01: Nuclear Hormone Receptor/Zinc Finger 

Expression of gene CG59807-01 was assessed using the primer-probe set Ag3591, 
described in Table DDA. Results of the RTQ-PCR runs are shown in Tables DDB and DDC. 

Table PDA . Probe Name Ag3591 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -cactgctccacttttgtcttg-3 • 


21 


1195 


728 
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I 



jProbe 


TET-5 ' -cataaaaggacccacacaggagaaaa-3 ' - 
TAMRA 


26 1 


1216 


729 


jReverse 


5 ' -cttttccacattctttgcattc-3 ' 


22 | 


1249 


730 



Table DDB . General_screening_panel_vl.4 



Tissue Name | ReL Ex|K(%) Ag3591 ' 
l issue name | Run 217479278 


Tissue Name 


Kei. Hrxp.(vo) Agjsyi, 
Run 217479278 


A J* 

Adipose 


13. 9 


D n^nl TIT 1A 

Kenai ca. IK.-IU 


22.2 


Melanoma* 
Hs688(A).T 


18.6 


Bladder 


27.5 


Melanoma* 


17.6 


r ; — — — 

Gastric ca. (liver met.) 

NCI-N87 


100.0 


IVIC i ctl 1UI I la 1V1 1 H 




Lr as trie ca. kaiu ill 


HI H 
OJ. / 


IVlCIailUIila 

LOXIMVI 


12.5 


Colon ca. SW-948 


4.9 


lviddiiuiiia oiv 

MEL-5 


10.4 


Colon ca. SW480 


41.2 


ot^udinoUd veil 
carcinoma SCC-4 


27.9 


Colon ca * f SW480 
met) SW620 


17.1 


1 CSLIS rOOl 


1/1 Q 


Colon ca HT29 


19 3 


Prostate ca.* (bone 
meij rL,-.> 


51.4 


Colon ca. HCT-116 


52.9 


Prostate Pool 


12.7 


Colon ca. CaCo-2 


13.5 


Placenta j 


8.7 


Colon cancer tissue 


7.4 


Uterus Pool 


5.0 


Colon ca. SW1116 


11.3 


Ovarian ca. 
OVCAR-3 


29.9 


Colon ca. Colo-205 


8.3 


Ovanan ca. SK-OV- 
3 


49.7 


Colon ca. SW-48 


3.2 


Ovarian ca. 

VJ V 


9.1 


Colon Pool 


18.8 


Dvjinan pa 

WtUlull wCL. 

OVCAR-5 


14.6 


Small Intestine Pool 


19.2 


Ovarian ca. IGROV- 
1 


26.2 


Stomach Pool 


15.1 


Ovarian ca. 
OVCAR-8 


14.4 


Bone Marrow Pool 


7.5 


Ovary 


12.7 


Fetal Heart 


24.5 


Breast ca. MCF-7 


9.5 


Heart Pool 


10.9 


Breast ca. MDA- 
MB-231 


42.0 


Lymph Node Pool 


33.9 


Breast ca. BT 549 


66.0 


Fetal Skeletal Muscle 


24.0 


Breast ca. T47D 


40.3 


Skeletal Muscle Pool 


19.9 
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Hrpact rn A/THA-TsI 1 \%1 


Spleen Pool j 30.4 


Breast Pool j 25.5 


Thymus Pool | 30.6 


Trachea | 14.5 


CNS cancer (glio/astro) 
U87-MG 


19.2 


Lung | 14.6 


CNS cancer (glio/astro) 
U-118-MG 


51.1 


Fetal Lung 


72.7 


CNS cancer 
(neuro;met) SK-N-AS 


49.0 


Lung ca.NCI-N417 


2.6 


CNS cancer (astro) SF- 
539 


18.7 


Lung ca. LX-1 


21.2 


CNS cancer (astro) 
SNB-75 


48.6 


Lung ca. NCI-H146 


24.5 


CNS cancer (glio) 

OXTD 1 ft 


26.6 


Lung ca. SHP-77 


33.7 j 


CNS cancer (glio) SF- 


80.1 


Lime ca A549 


16.6 


Brain (Amygdala) rool 


10.6 


Lune ca NCI-H526 


14.7 


Brain (cerebellum) 


65.5 


Luneca NCI-H23 


35 4 


Brain (fetal) 


50.0 


Lung ca. NCI-H460 


33.0 


Brain (Hippocampus) 

T>_ 

rOOi 


15.3 


Lung ca. HOP-62 


10.4 


Cerebral L-ortex rool 


18. 6 


Lung ca. NCI-H522 


30.6 


Brain (Substantia nigra) 
Pool 


19.9 


Liver 


2.0 


Brain fTTialamuO Pool 


26 6 


Fetal Liver 


.21.6 


Brain ( whole^ 


25 9 


Liver ca. HepG2 


16.4 


Soinal Cord Pool 


16 3 


Kidney Pool 


27.7 


Adrenal Gland 


25.0 


Fetal Kidney 


28.1 


Pituitary gland Pool 


8.2 


Renal ca. 786-0 


25.2 


Salivary Gland 


7.0 


Renal ca. A498 


12.9 


Thyroid (female) 


9.2 


Renal ca. ACHN 


23.5 


Pancreatic ca. CAPAN2 


12.5 


Renal ca.UO-31 


32.1 


Pancreas Pool 


16.8 



Table DDC. Panel 4.1D 



Tissue Name 


| Rel. Exp.(%) 
Ag3591, Run 
| 169908857 


Tissue Name 


Rel. Exp.(%) 
Ag3591,Run 
169908857 


Secondary Thl act 


j 38.4 


HUVEC IL-lbeta 


24:7 


Secondary Th2 act 


j 37.4 


HUVEC tFN gamma 


23.5 


Secondary Trl act 


48.6 


HUVEC TNF alpha + IFN 
gamma 


17.3 


Secondary Thl rest 


] 22.7 


HUVEC TNF alpha + IL4 


20.6 
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Secondary Th2 rest 


34.9 


HUVEC IL-11 


19.6 


Secondary Trl rest 


35.1 


Lung Microvascular EC 
none 


36.6 


Primary Thl act 


47.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


39.5 


Primary Th2 act 


43.5 


Microvascular Dermal EC 
none 


22. 1 


Primary Trl act 


50.3 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


21.9 


Primary Thl rest 


43.5 


Bronchial epithelium 
TNFalpha + ILlbeta 


35.4 


Primary Th2 rest 


40.6 


Small airway epithelium 
none 


14.0 


Primary Trl rest 


51.1 


Small airway epithelium 
TNFalpha + IL-lbeta 


31.0 


CD45RA CD4 
lympnocyie aci 


22.2 


Coronery artery SMC rest 


14.5 


CD45RO CD4 

lympnot/ytc cxa 


38.4 


Coronery artery SMC 

1 lNr dipnd i 1JL- 1 DC la 


12.0 


CD8 lymphocyte act 


39.8 


Astrocytes rest 


24. 1 


Secondary CD8 
lymphocyte rest 


22.5 


Astrocytes TNFalpha + 
IL-lbeta 


20.0 


Secondary CD8 
lymphocyte act 


31.0 


KU-812 (Basophil) rest 


57.8 


CD4 lymphocyte none 


15.8 


KU-812 (Basophil) 
PMA/ionomycin 


98.6 


2ry Thl/Th2/Trl_anti- j 


57.8 


CCD 1106 (Keratinocytes) 
none 


28.7 


LAK cells rest 


28.9 


k^k^u 1 1 uo ^rveraiinocyies ) 
TNFalpha + IL-lbeta 


24. 1 


T AV r^llc TT 9 
L>i\l\, CC11S JJU-Z 


AA A 


Liver cirrnosis 


o.O 


T AV ppIIc TT .9-l-TT 1 9 


A 


KTPT TT9Q9 nrm*> 

iNv^i-nzyz none 


A(\ 1 


LAK cells IL-2+IFN 

gdlllIHa 


44.8 


NCI-H292 IL-4 


80.7 


T rplk TT -9+ TT -1 R 


S9 S 


>jr , T-TT909 TT Q 


7Q n 


PMA/ionomycin 


18.3 


NCI-H292IL-13 


100.0 


iNJv v^eus ll-z rest 


AA 1 


MPT U9G9 TT7M rrommo 

iNui-rizyz iriN gamma 


i nn n 
1UU.U 


i wo w ay ivii^K j aay 




rir/vcL, none 


9 1 A 


Two Way MLR 5 day j 


25.7 


HPAEC TNF alpha + IL-l 

oeta 


32.8 


Two Wav MLR 7 dav 


20 4 


T line* fiTvrrVhljiQt nnnp 


28 5 


PBMC rest 


11.2 


Lung fibroblast TNF alpha 
+ IL-l beta 


13.9 


PBMC PWM 


21.3 


Lung fibroblast IL-4 


28.1 
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OA 7 


i^ung uDroDiaM Li-f-y 




Ramos (B cell) none 


61.1 


Lung fibroblast IL-13 


37.9 


Ramos (B cell) 
ionomycin 


66.9 


Lung fibroblast IFN 
gamma 


29.5 


B lymphocytes PWM 


24.1 


Dermal fibroblast 
CCD1070 rest 


29.9 


B lymphocytes CD40L 
and IL-4 


56.6 


Dermal fibroblast 
CCD1070TNF alpha 


45.1 


EOL-1 dbcAMP 


69.7 


Dermal fibroblast 
\^KsDi\)f\) LU-i oeia 


11.0 


HUL-1 uDCAMr 

PMA/ionomycin 


54.0 


Dermal tiDroDiast iriN 
gamma 


8.7 


jjenornic ceiis none 


OA A 

zo.o 


jjermai riDroDiasi iu-** 


OG 7 

zy. / 


uenanuc ceiis Lro 


1 n o 


uermai rioroDiasts rest 


10 0 
1Z.Z 


uenaniic ceiis anu- 
CD40 


23.2 


Neutrophils TNFa+LPS 


1.3 


Monocytes rest 


12.2 


Neutrophils rest 


3.3 


Monocytes LPS 


16.5 


Colon 


8.8 


Macrophages rest 


18.6 


Lung 


33.4 


Macrophages LPS 


8.1 


Thymus 


82.9 


HUVEC none 


17.4 


Kidney 


23.8 


HUVEC starved 


27.2 







General_screening_panel_vl.4 Summary: Ag3591 Highest expression of the CG59807-01 
gene is detected in the gastric cancer cell line(CT=28). In addition, high expression of this 
gene is seen in samples derived from CNS cancer, colon cancer, breast cancer, ovarian cancer, 
prostate cancer cell lines (CTs=28-31). Therefore, therapeutic modulation of the activity of 
this gene or its protein product, through the use of small molecule drugs, protein therapeutics 
or antibodies, might be beneficial in the treatment of these cancers. 

In addition, expression of this gene is higher in fetal liver (CT=31) as compared to the 
corresponding adult tissues (CTs=34). Thus, expression of this gene can be used to distinguish 
between the fetal and adults source of this tissue. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 
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This gene is also expressed at high levels in all regions of the central nervous system 
examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, cerebral 
cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

Panel 4.1D Summary: Ag3591 Highest expression of the CG59807-01 gene is detected in 
treated mucoepidermoid NCI-H292 cells. In addition, this gene is expressed at high to 
moderate levels in a wide range of cell types of significance in the immune response in health 
and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel_vl.5 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

DE. CG59805-01: Nuclear Hormone Receptor/Zinc Finger 

Expression of gene CG59805-01 was assessed using the primer-probe set Ag3590, 
described in Table DEA. Results of the RTQ-PCR runs are shown in Tables DEB, DEC and 
DED. 

Table DEA . Probe Name Ag3590 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -atgagtgcagtgaatgtggaa-3 ' 


21 


1620 


731 


Probe 


TET-5 * -cttcagtcgcagctcgtccctcact-3 1 - 
TAMRA 


25 


1645 


732 


Reverse 


5 ' -atttctcccagtatgcatcctt-3 ' 


22 


1678 


733 



Table DEB . CNS_neurodegeneration_vl.O 
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Tissue Name 


Rel. Exp.(%) Ag3590, 
Run 211006692 


Tissue Name 


Rel, Exp.(%) Ag3590, 
Run 211006692 


AD 1 Hippo 


16.7 


Control (Path) 3 

Tf a mrirn*£i1 it*Y 


5.8 


AD 2 Hippo 


22.1 


Control (Path) 4 


42.6 


AD 3 Hinno 


8 2 


AD 1 Orrinital PtY 


1 7 7 


AD 4 Hippo 


7.9 


(Missing) 


0.0 


AD 5 Hippo 


73.2 


AD 3 Occipital Ctx 


3.9 


AD 6 Hippo 


87.7 


AD 4 Occipital Ctx 


23.3 




25 7 






Control 4 Hippo 


17.0 


AD 6 Occipital Ctx 


31.2 


Control (Path) 3 
Hippo 


7.4 


Control 1 Occipital 
Ctx 


5.2 


AD 1 Temporal Ctx 


25.2 


Control 2 Occipital 
Ctx 


39.2 


AD 2 Temporal Ctx 


34.2 


Control 3 Occipital 
Ctx 


20.0 


AD 3 Temporal Ctx 


10.1 


Control 4 Occipital 
Ctx 


8.1 


AD 4 Temporal Ctx 


28.3 


Control (Path) 1 
Occipital Ctx 


80.7 


AD 5 Inf Temporal 
Ctx 


71.7 


Control (Path) 2 
Occipital Ctx 


11.1 


AD 5 Sup Temporal 
Ctx 


35.4 


Control (Path) 3 
Occipital Ctx 


6.1 


AD 6 Inf Temporal 
Ctx 


98.6 


Control (Path) 4 
Occipital Ctx 


17.9 


AD 6 Sup Temporal 
Ctx 


100.0 


Control 1 Parietal 
Ctx 


8.8 


Control 1 Temporal 
Ctx 


8.2 


Control 2 Parietal 
Ctx 


39.0 


Control 2 Temporal 
Ctx 


29.1 


Control 3 Parietal 
Ctx 


18.3 


/"l - - A. 1 1 r T^ I 

Control 3 Temporal 
Ctx 


17.3 


Control (Path) 1 
Parietal Ctx 


55.5 


Control 3 Temporal 
Ctx 


10.2 


Control (Path) 2 
Parietal Ctx 


26.8 


L^oniroi {ruin) i 
Temporal Ctx 


50.7 


Control (ratnj 3 
Parietal Ctx 


7.4 


Control (Path) 2 
Temporal Ctx 


34.6 


Control (Path) 4 
Parietal Ctx 


46.0 



Table DEC . General_screening_panel_vl.4 
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Tissue Name 


Rel. Exp.(%) Ag3590, 

T> ian HAH A A% 7 


Tissue Name 


Rel. Exp.(%) Ag3590, 

Klin 217474417 


Adipose 


12.8 ... 


Renal ca. TK-10 


28.9 


Melanoma* 

riSOoo^/\;. 1 


33.7 


Bladder 


28.5 


Melanoma* 


25.3 


Gastric ca. (liver met.) 

MPT XTC7 


82.4 


Melanoma* M14 


16.3 


Gastric ca. KATO ni 


24.5 


Melanoma* 
LOXMVI 


19.6 


Colon ca. SW-948 


5.8 


Melanoma* SK- 


16.5 


Colon ca. SW480 


28.1 


Squamous cell 
Carcinoma oi«a^-4 


29.5 


Colon ca.* (SW480 

meij owozu 


10.7 




IO.U 


Prt1/\« no XJT7Q 

uoion ca. ri i zv 




JriOSlalC Ca. ^DOnC 

met) PC-3 


57.4 


Colon ca. HCT-116 


26.2 


Prostate Pool 


14.6 


Colon ca. CaCo-2 


28.5 




7 7 


uoion cancer tissue 


Ida) 


Uterus Pool 


6.0 


Colon ca. SW1116 


4.8 


Ovarian ca. 
OVCAR-3 


18.9 


Colon ca. Colo-205 


3.4 


Ovarian ca. SK-OV- 
3 


38.2 


Colon ca. SW-48 


2.3 


Ovarian ca. 
OVCAR-4 


15.4 


Colon Pool 


27.0 


Ovarian ca. 
OVCAR-5 


17.4 


Small Intestine Pool 


24.1 


Ovarian ca. IGROV- 

i 
i 


12.2 


Stomach Pool 


14.3 


Levari an ca. 
OVCAR-8 


12.5 


Bone Marrow Pool 


11.7 


Ovary 


1 A 7 


retai Heart 


21. o 


ore its i ca. iviv^r - / 


7Q 1 


riean rooi 


1 A 7 


d re as i ca. jvlu/\- 
MB-231 


28.3 


Lymph Node Pool 


29.5 


Breast ca. BT 549 


100.0 


Fetal Skeletal Muscle 


10.7 


Breast ca. T47D 


34.4 


Skeletal Muscle Pool 


14.7 


Breast ca. MDA-N 




opieen rool 


lb. 1 


Breast Pool 


40.6 


Thymus Pool 


26.8 


Trachea 


16.3 


CNS cancer (glio/astro) 
U87-MG 


32.3 


Lung 


4.6 


CNS cancer (glio/astro) 
U-118-MG 


57.0 
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Fetal Lung 


66.4 


CNS cancer 
(neuro;met) SK-N-AS 


33.2 


Lung ca. NCI-N417 


2.0 


CNS cancer (astro) SF- 
539 


14.4 


Lung ca. LX-1 


15.9 


CNS cancer (astro) 
SNB-75 


46.7 


Lung ca. NCI-H146 


3.3 


CNS cancer (glio) 

OVTD 1Q 


14.9 


Lung ca. SHP-77 


24.5 


i~/rNo Cancer ^giio^ or - 
295 


82.9 


Lung ca. A549 


17.2 


Brain (Amygdala) Pool 


7.2 




S A 


oid in ^ccrcDeiiuniy 


Ij.Z 


T una rn TsirT-WO'* 


1(\ A 


DTalU ylGlai) 


ZO.o 


Lung ca. NCI-H460 j 


22.5 


Brain (Hippocampus) 


10.3 




1 O f\ 

1 V/.O 




1 A f\ 


Lungca. NCI-H522 


18.9 


oram ^oUDSianua nigra j 
Pool 


13.9 


Liver 


1.6 


Brain (Thalamus) Pool 


18.2 


Fetal Liver 


26.1 ! 


Brain (whole) 


16.5 


Liver ca. HepG2 


19.8 


Spinal Cord Pool 


9.1 


Kidney Pool ! 


43.5 


Adrenal Gland 


30.8 


Fetal Kidney 


26.2 


Pituitary gland Pool 


7.3 


Renal ca. 786-0 


26.1 


Salivary Gland 


7.7 


Renal ca. A498 


19.8 


Thyroid (female) 


6.5 


Renal ca. ACHN 


14.6 


Pancreatic ca. CAPAN2 


13.3 


Renal ca.UO-31 


27.0 


Pancreas Pool 25.2 


Table DED. Panel 4. ID 


Tissue Name 


Rel. Exp.(%) 
Ag3590, Run 
169908854 


Tissue Name 


Rel. Exp.(%) 
Ag3590, Run 
169908854 


Secondary Thl act 


33.9 


HUVEC IL-lbeta 


31.0 


Secondary Th2 act 


42.6 


HUVEC IFN gamma 


30.6 


Secondary Trl act 


52.1 


HUVEC TNF alpha +IFN 
gamma 


18.9 


Secondary Thl rest 


20.3 


HUVEC TNF alpha + IL4 


18.2 


Secondary Th2 rest 


28.1 


HUVEC IL-11 


17.4 


Secondary Trl rest 


26.6 


Lung Microvascular EC 
none 


39.5 


Primary Thl act 


44.1 


Lung Microvascular EC 
TNFalpha+ IL-lbeta 


54.0 


Primary Th2 act 


38.7 


Microvascular Dermal EC 


25.9 
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rtone 




Primary Trl act 


45.7 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


36.6 


Primary Thl rest 


23.3 


Bronchial epithelium 
TNFalpha + ILlbeta 


51.1 


Primary Th2 rest 


27.7 


Small airway epithelium 
none 


22.1 


Primary Trl rest 


30.4 


Small airway epithelium 
TNFalpha + IL-lbeta 


33.0 


CD45RA CD4 

1vm*nhnr*vtp c\c\ 


24.8 


Coronery artery SMC rest 


38.4 


CD45RO CD4 

i y ijujjii \j \s y ic dvi 


42.9 


Coronery artery SMC 

1 rHr cUpila > llw* 1 Odd, 


29.1 


CD8 lymphocyte act 


39.2 


Astrocytes rest 


34.9 


Secondary CDS 
lymphocyte rest 


32.8 


Astrocytes TNFalpha + 
IL-lbeta 


26.2 


secondary LDo 
lymphocyte act 


19.5 


KU-812 (Basophil) rest 


56.6 


CD4 lymphocyte none ' 


37.4 


KU-812 (Basophil) 
PMA/ionomycin 


100.0 


zry lnl/ln2/lrl_anu- 
CD95CH11 


39.8 


CCD 11 06 (Keratmocytes) 

nunc 


29.3 


LAK cells rest 


43.8 


CTT>1 106 nOratinnrvtPQ^ '> 

TNFalpha + IL-lbeta 


34.9 


LAK cells IL-2 


38 1 

JO. 4. 


T ivpf Pirrnrtcic 
l^l v ci CllillUala 




LAK cells IL-2+IL-12 




NCT-H292 none 




LAK cells IL-2+IFN 


50.3 


NCI-H292 IL-4 


38.7 


LAK cells IL-2+ II -1 8 


51 1 


MCT-H292 TT -0 




LAK cells 
PMA/ionomycin 


50.0 


NCI-H292 IL-13 


36.1 


NK Celk FL-2 rest 


41 S 


NPT-N909 TPM onmmn 
IN^l-n^yz IF IN gcullllld. 


JO. J 


Two Wav MT R ^ dav 


SO 7 


nr/vcv./ nunc 


i y,j 


Two Way MLR 5 day ; 


28.5 


HPAECTNF alpha + IL-1 

ucia 


50.3 


Two Wav MLR 7 dav 


19 S 

17.J 


T lino* fi rifrtr*! £*ot Ti/Mif* 
i^uiig iiuiuuiaoL nunc 


^7 f\ 

D 1 .U 


PBMC rest 


33.2 


i^mig iiuruuiaoi i rsr aipnd 
+ IL-1 beta 


24.0 


PBMC PWM 


25.7 


Lung fibroblast IL-4 


49.3 


PBMC PHA-L 


16 3 


T lino fiKmWact TT _Q 




Ramos (B cell) none 


42.3 


Lung fibroblast IL-13 


43.5 


IvolnOS {B Cell) 

ionomycin 


33.4 


Lung noroDiast ir jn 
gamma 


42.9 


B lymphocytes PWM 


24.3 


Dennal fibroblast 
CCD 1070 rest 


38.7 
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B lymphocytes CD40L 
and IL-4 


36.9 


Dermal fibroblast 
CCD 1070 TNF alpha 


43.8 


EOL-1 dbcAMP 


40.3 


Dermal fibroblast 

fVT) 107ft TT -1 hpta 


22.8 


FOT -1 Hhr AMP 

PMA/ionomycin 


37.9 


Dprmnl fihrnhlact TP\T 
LJcmiai iiuruuidoi j_tin 

gamma 


12.3 


ijcnuriiic ecus nunc 




UCUIlal IlDiODlaSl li-z-H 


jj, i 


T^pnHritif r»Al1c T P^ 


1 ft 0 


ucmidi riDiooidsis rest 




J^/Clliil 1L1U Uvllo ail 11 

CD40 


26.8 


Neutrophils TNFa+LPS 


1.4 


Monocytes rest 


33.7 


Neutrophils rest 


16.5 


Monocytes LPS 


31.4 


Colon 


8.8 


Macrophages rest 


19.8 


Lung 


41.2 


Macrophages LPS 


6.6 


Thymus 


82.9 


HUVEC none 


16.0 


Kidney 


30.8 


HUVEC starved 


20.0 







CNS_neurodegeneration_vl.O Summary: Ag3590 This panel confirms the expression of 
the CG59805-01 gene at low levels in the brain in an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Please see Panel 
1.4 for a discussion of the potential utility of this gene in treatment of central nervous system 
disorders. 

General_screening_panel_vl.4 Summary: Ag3590 Highest expression of the CG59805-01 
gene is detected in one of the breast cancer cell line BT 549 (CT=26). In addition, expression 
of this gene is high in CNS cancer, gastric cancer, and prostate cancer cell lines. Therefore, 
expression of this gene can be used to distinguish these samples from other samples in this 
panel and it can be used as marker for detection of these cancers. Furthermore, therapeutic 
modulation of the activity of the protein encoded by this gene may be beneficial in the 
treatment of these cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at high to 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 
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In addtion, this gene is expressed at high levels in all regions of the central nervous 
system examined, including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, this gene may play a role in central nervous system 
disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, 
schizophrenia and depression. 

Panel 4,1D Summary: Ag3590 Highest expression of the CG598O5-01 gene is detected in 
PMA/ionomycin treated Ku-812 (basophil) cells (CT=29). In addition, this gene is expressed 
at high to moderate levels in a wide range of cell types of significance in the immune response 
in health and disease. These cells include members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel_vl .4 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

DF. CG59928-01: Novel Universal Stress (USP) Domain Containg Protein 

Expression of gene CG59928-01 was assessed using the primer-probe set Ag3636, 
described in Table DFA. Please note that this sequence is represented by a full length clone. 

Table DFA . Probe Name Ag3636 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -gaagccttcgacaagctgat-3 ■ 


20 


1268 


734 


Probe 


TET-5 ' -atcgatagagcacaggcccacctgtt- 
3 ' -TAMRA 


26 


1301 


735 


Reverse 


5 • -gatgacttcctcggcaaaac-3 ' 


20 


1332 


736 



CNS_neurodegeneration_vl.O Summary: Ag3636 Expression of the CG59928-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) The amp plot 
indicates that there is a high probability of a probe failure. 
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General_screening_panel_vl.4 Summary: Ag3636 Expression of the CG59928-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) The amp plot 
indicates that there is a high probability of a probe failure. 

Panel 4.1D Summary: Ag3636 Expression of the CG59928-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shown.) The amp plot indicates that there is a 
high probability of a probe failure. 

DG. CG59947-01: VOLTAGE-GATED POTASSIUM CHANNEL PROTEIN 
KV3.3 

Expression of gene CG59947-01 was assessed using the primer-probe set Ag3635, 
described in Table DGA. Results of the RTQ-PCR runs are shown in Tables DGB, DGC, 
DGD and DGE. 



Table DGA . Probe Name Ag3635 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 

NO: 


Forwardi 


5 ' -tacttcaagaacatccccattg-3 1 


22 


1326 


737 


Probe 


TET-5 ' -ctgtggtcaccatgacgaccctg-3 ' - 
TAMRA 


23 


1360 


738 


Reverse 


5 1 -tcttggggtacatgtctccata-3 1 


22 


1386 


739 



Table DGB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 211020704 


Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 211020704 


AD 1 Hippo 


8.7 


Control (Path) 3 
Temporal Ctx 


2.8 


AD 2 Hippo 


14.3 


Control (Path) 4 
Temporal Ctx 


23.8 


AD 3 Hippo 


5.1 


AD 1 Occipital Ctx 


0.9 


AD 4 Hippo 


4.8 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


4.2 


AD 6 Hippo 


23.7 


AD 4 Occipital Ctx 


13.0 


Control 2 Hippo 


22.4 


AD 5 Occipital Ctx 


18.4 


Control 4 Hippo 


4.9 


AD 6 Occipital Ctx 


47.3 


Control (Path) 3 ; 
Hippo 


2.7 


Control I Occipital 
Ctx 


2.0 


AD 1 Temporal Ctx 


• 6.8 


Control 2 Occipital \ 


99.3 
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Ctx 




AD 2 Temporal Ctx 


18.3 


Controls Occipital 
Ctx 


11.3 


AD 3 Temporal Ctx 


4.6 


Control 4 Occipital 
Ctx 


2.6 


AD 4 Temporal Ctx ; 


11.5 


Control (Path) 1 
Occipital Ctx 


80.7 


AD 5 Inf Temporal 
Ctx 


68.8 


Control (Path) 2 
Occipital Ctx 


10.4 


AD 5 SupTemporal 
Ctx 


23.5 


Control (Path) 3 
Occipital Ctx 


2.5 


AD 6 Inf Temporal 
Ctx 


21.6 


Control (Path) 4 
Occipital Ctx | 


18.4 


AD 6 Sup Temporal j 
Ctx 


31.0 


Control 1 Parietal 
Ctx 


3.9 


Control 1 Temporal ; 
Ctx 


3.8 


Control 2 Parietal 
Ctx 


20.2 


Control 2 Temporal | 
Ctx 


30.8 


Control 3 Parietal 
Ctx 


20.3 


Control 3 Temporal j 
Ctx 


8.3 


Control (Path) 1 
Parietal Ctx 


66.4 


Control 4 Temporal 
Ctx 


4.9 


Control (Path) 2 
Parietal Ctx 


21.2 


Pam4m1 ADn+l^ 1 

Control (ratnj 1 
Temporal Ctx 


46.7 


Control (ratn) J 
Parietal Ctx 


1.8 


Control (Path) 2 
Temporal Ctx 


16.8 


Control (Path) 4 
Parietal Ctx 


51.4 



Table DGC. Panel 2.2 



Tissue Name 


Rel. Exp.(%) 
Ag3635, Run 
173764364 


Tissue Name 


Rel. £xp.(%) 
Ag3635, Run 
173764364 


Normal Colon 


5.4 | 


Kidney Margin 
(OD04348) 


100.0 


Colon cancer 
(OD06064) 


5.0 


Kidney malignant 
cancer (OD06204B) 


5.0 


Colon Margin 
(OD06064) 


3.0 


Kidney normal adjacent 
tissue (OD06204E) 


19.2 


Colon cancer 
(OD06159) 


1.0 


Kidney Cancer 
(OD04450-01) 


5.7 


Colon Margin 
(OD06159) 


2.8 


Kidney Margin 
(OD04450-03) 


23.3 


Colon cancer 
(OD06297-04) 


2.0 


Kidney Cancer 8 1 206 1 3 


1.2 
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Colon Margin 
(OD06297-05) 


5.0 


Kidney Margin 
8120614 


23,5 


CC Gr.2 ascend colon 
(OD03921) 


4.4 


Kidney Cancer 9010320 


3.6 


CC Margin (OD03921) 


0.7 


Kidney Margin 
9010321 


12.9 


Colon cancer metastasis 
(OD06104) 


1.8 


Kidney Cancer 8120607 


13.3 


Lung Margin 
(OD06104) 


0.6 


Kidney Margin 
8120608 


16.3 


Colon mets to lung 

\\J±J\J i r i T D 1 -U 1 ) 


1.6 


Normal Uterus 


6.3 


Lung Margin 


6.1 


Uterine Cancer 064011 


20.3 


Normal Prostate 


8.2 


Normal Thyroid 


6.7 


Prostate Cancer 
(OD04410) 


2.2 ; 


Thyroid Cancer 064010 


4.8 


Prostate Margin 
(OD04410) 


3.4 


Thyroid Cancer 
A302152 


33.7 


Normal Ovary 


5.4 


Thyroid Margin 
A302153 


7.0 


Ovarian cancer 


9.9 


Normal Breast 


23.7 


Ovarian Margin 


5.6 


Breast Cancer 

[\JIJVH JOO ) 


3.2 


Ovarian Cancer 064008 


8.0 


Breast Cancer 1024 


63.3 


Ovarian cancer 
(OD06145) 


13.1 


Breast Cancer 
(OD04590-01) 


8.7 


Ovarian Margin 
(OD06145) 


15.7 


Breast Cancer Mets 
(OD04590-03) 


4.0 


Ovarian cancer 
(OD06455-03) 


24.7 


Breast Cancer 
Metastasis (OD04655- 


78.5 


Ovarian Margin 

\\J±J\jO £ tjj-V 1 ) 


3.5 


Breast Cancer 064006 


16.3 


Normal Lung 


8.2 


Breast Cancer 9100266 


5.2 


Invasive poor diff. lung 
adeno (ODO4945-01 


5.4 


Breast Margin 9100265 


5.4 


Lung Margin 
(ODO4945-03) 


7.7 


Breast Cancer A209073 


2.2 


Lung Malignant Cancer 
(00031 26) 


3.7 


Breast Margin 
A9090714 


20.3 


Lung Margin 
(OD03126) 


3.1 


Breast cancer 
(OD06083) 


9.1 


Lung Cancer 


8.8 


Breast cancer node 


7.6 
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(metastasis (OD06083) | 


Lung Margin 


12.6 


Normal Liver 


7.4 


Lung cancer (OD06081) 


11.0 


|Liver Cancer 1026 


4.5 


Lung Margin 
(OD06081) 


6.7 


Liver Cancer 1025 


9.7 


Lung Cancer 
(OD04237-01) 


1.0 


Liver Cancer 6004-T 


7.4 


Lung Margin 
(OD04237-02) 


10.4 


Liver Tissue 6004-N 


7.4 


Ocular Melanoma 

1V1C lab Idol o 


5.1 


Liver Cancer 6005-T 


5.2 


Ocular Melanoma 

IVlOi gill y-Lsl V Ci y 


6.1 j 


Liver Tissue 6005 -N 


8.8 


lV/Tf 3 ! Qtinm q lM^toctooic 
iviciallvUlla IViCuiolaolo 


1.6 


Liver Cancer 064003 


5.9 


Melanoma Margin 


5.1 


Normal Bladder 


6.1 


Normal Kidney 


11.3 


Bladder Cancer 1023 


4.6 


Kidney Ca, Nuclear 
grade 2 (OD04338) 


51.8 


Bladder Cancer 
A302173 


7.9 


Kidney Margin 
(OD04338) 

i i ■ ■ i „■■„-„■■ . n- ,r.ir, -«,r,- r -« 


4.7 \ 


Normal Stomach 


8.6 


Kidney Ca Nuclear 
grade 1/2 (OD04339) 


24.5 


Gastric Cancer 9060397 


1.2 


Kidney Margin 
(OD04339) 


21.5 


Stomach Margin 
9060396 


4 3 


Kidney Ca, Clear cell 
type (OD04340) 


2.3 \ 


Gastric Cancer 9060395 


1.9 


Kidney Margin 
(OD04340) 


14.8 


Stomach Margin 
9060394 


6.8 


Kidney Ca, Nuclear 
grade 3 (OD04348) 


1.1 


Gastric Cancer 064005 


3.1 



Table DGD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3635, Run 
169960385 


Tissue Name 


Rel. Exp.(%) 
Ag3635, Run 
169960385 


Secondary Thl act 


26.1 


HUVEC IL-lbeta 


12.5 


Secondary Th2 act 


19.1 


HUVEC IFN gamma 


34.6 


Secondary Trl act 


12.7 


HUVEC TNF alpha + IFN 
gamma 


3.2 


Secondary Thl rest 


2.0 


HUVEC TNF alpha + IL4 


5.3 


Secondary Th2 rest 


8.2 


HUVEC IL-11 


29.3 


Secondary Trl rest 


4.8 


Lung Microvascular EC 


12.7 
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none 




Primary Thl act 


16.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


3.0 


Primary Th2 act 


17.8 


Microvascular Dermal EC 
none 


6.0 


Primary Trl act 


13.1 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


4.3 


Primary Thl rest 


3.4 


Bronchial epithelium 
TNFalpha + ILlbeta 


12.5 


Primary Th2 rest 


6.3 


Small airway epithelium 
none 


4.5 


Primary Trl rest 


5.4 


Small airway epithelium 
TNFalpha + IL-lbeta 


11.0 


CD45RA CD4 

iyilipilOCyiv aCl 


17.1 


Coronery artery SMC rest 


20.4 


CD45RO CD4 

lympnucyic aci 


44.1 


Coronery artery SMC 

TMEalnVia 4- TT -IKpta 
llNrdipila • 11^-lUCla 


21.8 


CD8 lymphocyte act 


23.3 


Astrocytes rest 


6.4 


Secondary CD8 
lymphocyte rest 


42.9 


Astrocytes TNFalpha + 
IL-lbeta ! 


9.9 


Secondary CD8 
lymphocyte act 


7.4 


KU-812 (Basophil) rest 


0.2 


CD4 lymphocyte none 


11.5 


KU-812 (Basophil) 
PMA/ionomycin 


0.8 


2ry ThT/Th2/Trl_anti- 


2.4 


CCD1106 (Keratinocytes) \ 
none 


U.2 


LAK cells rest 


36.3 


y^y^LJ l iuo ^iverdiinucyieaj 
TNFalpha + EL- 1 beta 


22.8 


T AY r^llc TT 9 
l^/Yiv Cello LLi-Z, 


Q 1 


ijivcr cirrnosis 


7 A 


T Al^ r^llc TT -9+TT -19 
JLr/VIv CcllS I±-rZ » lly 1 Z 


LL.O 


KPT TT909 tinnA 
in v^i-nzz/z none 


14 \ 


LAK cells IL-2+IFN 

gdillllla 


21.8 


NCI-H292 IL-4 


20.9 


T AY r#»11c TT 9-4- TT 1 R 
1-f/vIV Cells Hj-Zt II-*- 1 o 


91 9 


XTPT TT909 TT Q 


96 1 


T AY ^aIIc 

PMA/ionomycin 


21.0 


NCI-H292IL-13 


25.5 


"NTK' PpIIc TT -9 rpct 


7 
o. / 


IN V^I-IaZ.^/. IT IN gall U lid 




1 WO W ay IVll^Iv j Hay 


94 R 


irr/vcv^ nunc 


19 S 


Two Way MLR 5 day 


18.7 


HPAECTNF alpha + IL-1 

Koto 

oeia 


14.3 


i wo w ay lvii^iv / uay 


91 £ 


mng iioroDiaSi none 


1 1 


PBMC rest 


23.0 


j^ung noroDiasi iiNr aipnd 
+ IL-1 beta 


0.8 


PBMC PWM 


71.2 


Lung fibroblast IL-4 


1.5 


PBMC PHA-L 


46.7 


Lung fibroblast IL-9 


2.9 


Ramos (B cell) none 


1.8 


Lung fibroblast IL-13 


1.4 
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Ramos (B cell) 
ionomycin 


1.5 


Lung fibroblast IFN 
gamma 


1.2 


B lymphocytes PWM 


49.7 


Dermal fibroblast 
CCD1070rest 


33.7 


B lymphocytes CD40L 
and IL-4 


68.8 


Dermal fibroblast 
CCD1070TNF alpha 


22.5 


EOL-1 dbcAMP 


22.7 


Dermal fibroblast 

V^V^iv L\J / V LLr- 1 L/C Id 


10.1 


FOT -1 dhrAMP 

PMA/ionomycin 


40.3 


UCIIIlcU IlurODiaal LTrN 

gamma 


6.1 


uciiunuc ecus none 


J*t.U 


Dermal iiDroDiasi il-h 


1U.4 




7^ 7 


i^ermai rioroDiasis rest 


Q O 


Tl**Ti*"iTitif* sialic on ti _ 

CD40 


100.0 


Neutrophils TNFa+LPS 


0.8 


Monocytes rest 


66.0 


Neutrophils rest 


2.8 


Monocytes LPS 


22.4 


Colon 


6.7 


Macrophages rest 


86.5 


Lung 


34.6 


Macrophages LPS 


13.4 


Thymus 


51.1 


HUVEC none 


8.6 


Kidney 


90.8 


HUVEC starved 


11.3 







Table DGE . Panel CNS_1 



Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 171648701 


Tissue Name 


Rel. Exp.(%) Ag3635, 
Run 171648701 


BA4 Control 


16.7 


BA17PSP 


27.0 


BA4 Control2 


39.2 


BA17PSP2 


8.9 


BA4 

Alzheimer's2 


5.0 


Sub Nigra Control 


1.1 


BA4 Parkinson's 


28.5 


Sub Nigra Control2 


16.5 


BA4 

Parkinson's2 


100.0 


Sub Nigra 
Alzheimer's2 


4.1 


BA4 

Huntington's 


24.7 


Sub Nigra 
Parkinson's2 


26.1 


BA4 

Huntington's2 


9.7 


Sub Nigra 

Huntington's \ 


25.3 


BA4 PSP 


11.7 


Sub Nigra 
Huntington's2 


9.3 


BA4PSP2 1 


36.6 

, „ nnnirtn ^ ,.. , l , innrum ^ im „i 


Sub Nigra PSP2 \ 


2.4 


BA4 Depression 


14.9 \ 


Sub Nigra 
Depression 


2.0 


BA4 

Depression2 


8.8 


Sub Nigra 

Depression2 j 


4.5 


BA7 Control 


25.3 


Glob Palladus 


3.3 
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jControl 


BA7 Control2 


49 , jGlob Palladus 
|Control2 


4 Q 


BA7 

Alzheimer's2 


^ ^ Jdob Palladus 
{Alzheimer's 




BA7 Parkinson's 


10.4 


Glob Palladus 
Alzheimer's2 


1 9 


BA7 

Parkinson's2 


29.5 


Glob Palladus 
Parkinson's 


91 f\ 


BA7 

Huntington's 


25.3 


Glob Palladus 
Parkinson's2 


2.0 


BA7 

Huntington s2 


12.9 


Glob Palladus PSP 


1.6 


X> A *7 LCD 

b A / rbr 


30.6 


Glob Palladus PSP2 


2.1 


BA7 PSP2 


12.1 


Glob Palladus 
Depression 


1.4 


r>A / Depression 


10.1 


Temp Pole Control 


7.3 


BA9 Control i 


15.0 


Temp Pole Control2 j 


27.4 


BA9 Control2 


47 0 


Temp Pole 
Alzheimer's 


4 2 


BA9 Alzheimer's 


4 7 


Temp Pole 
Alzheimer , s2 




BA9 

Alzheimer^ 




Temp Pole 
Parkinson's 




BA9 Parkinson's 


98 0 


Temp Pole 
Parkinson's2 


14 9 


BA9 

Parkinson's2 


34.4 


Temp Pole 
Huntington's 


1Q 9 


BA9 

Huntington's 


24.1 


Temp Pole PSP 


^ 4 


BA9 j 
riuntington s2 


9.5 


Temp Pole PSP2 


3.0 


BA9 PSP 


10.2 


Temp Pole 
Depression2 


4.8 


n a n BCD') 


6.2 


Cing Gyr Control 


20.9 


BA9 Depression \ 


5.6 


Cing Gyr Control2 


25.9 


BA9 

Depression2 


8.3 


Cing Gyr 
Alzheimer's 


5.6 


BA 17 Control 


33.2 


Cing Gyr 
Alzheimer's2 


6.3 


BA17Control2 


64.6 


Cing Gyr Parkinson's 


9.1 


BA17 

Alzheimer's2 


7.2 


Cing Gyr 1 m 
Parkinson's2 J 


BA17 
Parkinson's 


18.3 


Cing Gyr ni 
Huntington's j 
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BA17 

Parkinson's2 


35.1 


Cing Gyr 

Huntington's2 i 


6.0 


BA17 

Huntington's 


32.1 


CingGyrPSP | 


6.5 


BA17 

Huntington's2 


8.8 


CingGyrPSP2 [ 


2.6 


BA17 i 
Depression 


7.3 


Cing Gyr Depression \ 


2.6 


BA17 

Depression2 


25.7 


Cing Gyr 
Depression2 


6.1 



CNSneurodegenerationvl.O Summary: Ag3635 This panel confirms the expression of 
CG59947-01 gene at low levels in the brain in an independent group of individuals. However, 
no differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. This gene encodes a potassium 
channel protein homolog. The significant levels of expression in the brain may indicate a role 
for this protein in signal processing in the central nervous system. 

References: 

1 . Rudy B, Chow A, Lau D, Amarillo Y, Ozaita A, Saganich M, Moreno H, Nadal 
MS, Hernandez-Pineda R, Hernandez-Cruz A, Erisir A, Leonard C, Vega-Saenz de Miera E. 

2. Contributions of Kv3 channels to neuronal excitability. Ann N Y Acad Sci 1999 
Apr30;868:304-43 

Generalscreeningpanel vl.4 Summary: Ag3635 Results from one experiment with the 
CG5 9947-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

Panel 2.2 Summary: Ag3635 Highest expression of the CG59447-01 gene is seen in normal 
kidney tissue adjacent to a tumor (CT=28). In addition, expression appears to be higher in 
normal kidney tissue than in the adjacent tumor in six out of nine matched pairs. Conversely 
expression appears to be higher in breast cancer than in matched normal breast tissue. Thus, 
expression of this gene could be used to differentiate between these samples and other samples 
on this panel and as a marker for kidney and breast cancers. Furthermore, therapeutic 
modulation of the expression or function of this protein may be effective in the treatment of 
breast and kidney cancer. 
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Panel 4.1D Summary: Ag3635 This gene is expressed at high to moderate levelsin a wide 
range of cell types of significance in the immune response in health and disease, with highest 
expression in anti CD40 dendritic cells (CT=28.1). Other cells that express this protein include 
members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood 
mononuclear cell family, as well as epithelial and fibroblast cell types from lung and skin, and 
normal tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern of 
expression suggests that this gene product may be involved in homeostatic processes for these 
and other cell types and tissues. Therefore, modulation of the gene product with a functional 
therapeutic may lead to the alteration of functions associated with these cell types and lead to 
improvement of the symptoms of patients suffering from autoimmune and inflammatory 
diseases such as asthma, allergies, inflammatory bowel disease, lupus erythematosus, 
psoriasis, rheumatoid arthritis, and osteoarthritis. 

Panel CNS_1 Summary: Ag3635 Expression in this panel confirms expression of the 
CG59947-01 gene in the brain. Please see Panel CNS neurodegeneration vl.O for discussion 
of utility of this gene in the central nervous system. 

DH. CG59938-01: arylsulfatase 

Expression of gene CG59938-01 was assessed using the primer-probe set Ag3634, 
described in Table DHA. 

Table DHA . Probe Name Ag3634 



Primers 


Sequences 


Length 


Start 
Position 


SEQ ID 
NO: 


Forward 


5 ' -agccaatgaaagaggagaaagt-3 1 


22 


870 


740 


Probe 


TET-5 ' -cttccctcatgctgaaggaggcactt-3 ' - 
TAMRA 


26 


894 


741 


Reverse 


5 1 -cccttttgtacctttcaatgaa-3 ' 


22 


923 


742 



CNS_neurodegeneration_vl.O Summary: Ag3634 Expression of the CG55938-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General screening panel vL4 Summary: Ag3634 Expression of the CG55938-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 2.2 Summary: Ag3634 Expression of the CG55938-01 gene is low/undetectable in all 

samples on this panel (CTs>35). (Data not shown.) 
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Panel 4.1D Summary: Ag3634 Expression of the CG55938-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shown.) 



DL CG59746-01: Ubiquitin Carboxyl-terminal Hydrolase 

Expression of gene CG59746-01 was assessed using the primer-probe set Ag3574, 
described in Table DIA. 



Table DIA . Probe Name Ag3574 



PrimersJ Sequences 


Length 


Start 
Position 


I SEQID 
1 N0: 


Forward|5 ' -agcacaacacagaaggaaatca-3 ' 


22 


461 


j 743 


p , jTET-5 1 -tcattccacaaagttgatgagaaatca-3 1 - 
_ De Jtamra 


27 


491 


1 744 


Reverse js ■ -gtcccacttccttttgctatct-3 ■ 


22 


534 


1 745 



CNS_neurodegeneration_vl.O Summary: Ag3574 Expression of the CG59746-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 



General screening panel vl.4 Summary: Ag3574 Expression of the CG59746-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown.) 

Panel 2.2 Summary: Ag3574 Expression of the CG59746-01 gene is low/undetectable in all 
samples on this panel (CTs>35). (Data not shown.) 

Panel 4.1D Summary: Ag3574 Expression of the CG59746-01 gene is low/undetectable in 
all samples on this panel (CTs>35). (Data not shown.) 

Panel CNS_1 Summary: Ag3574 Expression of the CG59746-01 gene is low/undetectable 
in all samples on this panel (CTs>35). (Data not shown.) 

DJ. CG88613-01: INOSITOL 1,4,5-TRISPHOSPHATE 3-KINASE ISOENZYME 

Expression of gene CG88613-01 was assessed using the primer-probe set Ag3647, 
described in Table DJA. Results of the RTQ-PCR runs are shown in Tables DJB, DJC and 
DJD. 

Table DJA . Probe Name Ag3647 
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Primers 


Sequences 


Length] 


Start 
Position 


jSEQ ID 
j NO: 


Forward 


5 ' -actggagcaggtgacaaaagt-3 1 


21 ] 


1731 


766 


Probe 


TET-5 1 -accacgtcatcctgcaaaagtacgtg-3 ' - 
TAMRA 


26 | 


1775 


767 


Reverse 


5 » -cagagcttcacgaagttcttct-3 ' 


22 | 


1809 


| 768 



Table DJB. CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 211019283 


Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 211019283 


AD 1 Hippo 


44.8 


Control (Path) 3 
Temporal Ctx 


16.3 


AD 2 Hippo 


28.1 


Control fPatW 4 
Temporal Ctx 


20.7 


AD 3 Hiooo 


10.2 


AD 1 Occioital Ctx 


30.1 


AD 4 Hippo 


10.7 


AD 2 Occipital Ctx 


0.0 


AD 5 hippo 


98.6 


AD 3 Occipital Ctx 


17.1 


AD o rlippo 


O.J 


AD 4 Uccipitai utx 


no 

l /.y 


Control 2 Hippo 


33.4 


AD 5 Occipital Ctx 


39.8 


Control 4 Hippo 


29.1 


AD 6 Occipital Ctx 


42.6 


Control (Path) 3 
Hippo 


14.9 


Control 1 Occipital 
Ctx 


8.0 


AD 1 Temporal Ctx 


19.5 


Control 2 Occipital 
Ctx 


67.4 


AD 2 TemDoral Ctx 


29.1 


Control 3 Occipital 
Ctx 


29.3 


AD 3 TernDoral Ctx 


14.2 


Control 4 Occipital 
Ctx 


16.6 


AD 4 TeniDoral Ctx 


23.8 


Control (Path) 1 
Occipital Ctx 


57.4 


AD 5 Inf Temporal 
Ctx 


100.0 


Control (Path) 2 
Occipital Ctx 


12.9 


AD 5 SupTemporal 
Ctx 


69.7 


Control (Path) 3 
Occipital Ctx 


14.6 


AD 6 Inf Temporal 
Ctx 


73.2 


Control (Path) 4 
Occipital Ctx 


12.5 


AD 6 Sup Temporal 
Ctx 


57.8 


Control 1 Parietal 
Ctx 


11.7 


Control 1 Temporal 
Ctx 


17.3 


Control 2 Parietal 
Ctx 


50.0 


Control 2 Temporal 
Ctx 


47.6 


Control 3 Parietal 
Ctx 


39.0 


Control 3 Temporal 


32.5 


Control (Path) 1 


41.8 
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Ctx 




Parietal Ctx 




Control 4 Temporal 
Ctx 


20.9 


Control (Path) 2 
Parietal Ctx 


18.4 


Control (Path) 1 
Temporal Ctx 


35.6 


Control (Path) 3 
Parietal Ctx 


16.0 


Control (Path) 2 
Temporal Ctx 


28.3 


Control (Path) 4 
Parietal Ctx 


20.4 



Table DJC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 218342103 


Tissue Name 


Rel. Exp.(%) Ag3647, 
Run 218342103 


Adipose 


37.9 


Renal ca. TK-10 


23.3 


Melanoma* 
Hs688(A).T 


15.7 


Bladder 


24.1 


Melanoma* ; 

xlSOOo^UJ. 1 


20.2 


Gastric ca. (liver met.) 

TVT^~"T XTC7 


100.0 


Melanoma* M14 


11.3 | 


Gastric ca. KATO UI 


25.2 


Melanoma* 
LOXMVI 


8.5 


Colon ca. SW-948 


11.2 


Melanoma* SK- 

MEL-5 


13.0 


Colon ca. SW480 


38.7 


Squamous cell 
carcinoma SCC-4 


35.6 


Colon ca* (SW480 
met) SW620 


11.7 


Testis Pool 


6.4 


Colon ca.HT29 


17.2 


Prostate ca.* (bone 
met) PC-3 


11.7 


Colon ca HCT-116 


24.1 


Prostate Pool 


12.7 


Colon ca. CaCo-2 


78.5 


Placenta 


31.6 


Colon cancer tissue 


37.1 


Uterus Pool 


4.5 


Colon ca.SWl 116 


8.0 


Ovarian ca. 
OVCAR-3 


21.2 


Colon ca. Colo-205 


4.6 


Ovarian ca. SK-OV- 
3 


22.2 


Colon ca. SW-48 


9.3 


Ovarian ca. 
OVCAR-4 


22.2 


Colon Pool 


13.5 


Ovarian ca. 
OVCAR-5 


32.5 


Small Intestine Pool 


13.0 


Ovarian ca. IGROV- 

1 j 


32.8 


Stomach Pool 


11.7 . 


Ovarian ca. 
OVCAR-8 


14.3 


Bone Marrow Pool 


5.7 


Ovary 


7.9 


Fetal Heart 


5.0 


Breast ca. MCF-7 


50.0 


Heart Pool 


6.4 
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OIC do I Ld. l\LLJr\- 

MB-231 


25.7 


Lymph Node Pool 


11.2 


Breast ca. BT 549 


61.1 


Fetal Skeletal Muscle 


4.4 


Breast ea. T47D 


87.7 


Skeletal Muscle Pool 


11.6 


oreasi ca. jvlua-jn 


7 A 


opieen rooi 


o.u 


Breast Pool 


10.6 


Thymus Pool 


8.3 


Trachea 


24.5 


CNS cancer (glio/astro) 
U87-MG 


14.9 


Lung 


3.5 


CNS cancer (glio/astro) 
U-118-MG 


16.6 


Fetal Lung 


95.3 


CNS cancer 
(neurojmet) SK-N-AS 


15.7 


Lung ca.NCI-N417 


3.9 


CNS cancer (astro) SF- 
539 


11.3 


Lung ca. LX-1 


16.4 


CNS cancer (astro) 
SNB-75 


34.4 


Lungca.NCI-H146 


6.0 


CNS cancer (glio) 

QXTR 1 Q 


48.0 


Lung ca. SHP-77 


23.3 


v_/1no cancer ^gno^ or- 
295 


45.4 


Lung ca. A549 


25.0 


Brain (Amygdala) Pool 


12.6 


T iinn no. XTPT 

i^ung ca. JN^i-riDZo ; 




Drain (cereDcuumj 


j /. I 


Lung ca. iNvvi-rizj 




main (ietai ) 


1 1 A 


Lung ca. NCI-H460 


8.7 j 


Brain (Hippocampus) 
rOOl 


15.3 


l^ung ca. rivjr -oz 


11 1 
1 l.J 


^ereorai cortex rxxn 


1 ^ A 

1 D.O 


Lung ca. NCI-H522 


16.8 


r>rain (pUDstanua nigra j 
Pool 


27.0 


Liver 


2.5 


Brain (Thalamus) Pool 


17.0 


Fetal Liver 


6.6 


Brain ( whole^ 


8.9 


Liver ca. HepG2 


16.3 


Spinal Cord Pool 


19.9 


Kidney Pool 


24.0 


Adrenal Gland 


9.9 


Fetal Kidney 


8.0 


Pituitary gland Pool 


6.3 


Renal ca. 786-0 


11.4 


Salivary Gland 


7.2 


Renal ca. A498 


21.2 


Thyroid (female) 


12.1 


Renal ca. ACHN 


10.2 


Pancreatic ca. CAPAN2 


35.1 


Renal ca,UO-31 


18.3 


Pancreas Pool 


23.3 



Table DJD. Panel 4. ID 





Rel. 


Rel. 




Rel. 


Rel. 


Tissue Name 


Exp.(%) 


Exp.(%) 


Tissue Name 


Exp.(%) 


Exp.(%) 


Ag3647, 


Ag3647, 


Ag3647, 


Ag3647, 




Run 


Run 




Run 


Run 
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1 69975750 

j. \j s s 1 +j t 


1 Qlddd(\d& 
xy /*t*t*tu fi iO 




1 6997575ft 


xy /*f*t 6 t 


Secondary Thl act 


7.7 


7.1 


HUVEC IL-lbeta 


20.4 ' 


22.1 


Secondary Th2 act 


10.7 


8.7 


HUVECIFN 
gamma 


21.5 


21.6 


Secondary Trl act 


9.1 


7.9 


HUVEC TNF 
alpha + IFN 


39.2 


26.2 


Secondary Thl rest 


4.2 


2.7 


HUVEC TNF 
alpha + IL4 


20.9 


16.6 


Secondary Th2 rest 


6.0 


6.2 


T TT Tt n*" 1 /"I TT 1 1 

HUVEC IL-1 1 


8.5 


8.8 


Secondary Trl rest 


5.0 


4.0 


Lung 

Microvascular EC 
none 


29.9 


31.0 


Primary Thl act 


8.1 


6.3 


Lung 

Microvascular EC 
TNFalpha + IL- 
lbeta 


37.4 


24.1 


Primary Th2 act 


9.0 


9.5 


Microvascular 
Dermal EC none 


17.9 


12.4 


Primary Trl act 


10.1 


10.7 


Microsvasular 
Dermal EC 
TNFalpha + IL- 
lbeta 


20.0 


15.6 


Primary Thl rest 


6.0 


2.3 


Bronchial 
epithelium 
TNFalpha + 
ILlbeta 


41.5 


34.6 


Primary Th2 rest 


4.3 


1.1 


Small airway 
epithelium none 


37.4 


33.2 


Primary Trl rest 


7.4 


5.4 


Small airway 
epithelium 
TNFalpha + IL- 
lbeta 


58.2 


43.8 


CD45RA CD4 
lymphocyte act 


4.2 


4.2 


Coronery artery 
SMC rest 


6.3 


8.0 


CD45RO CD4 
lymphocyte act 


7.1 


5.7 


Coronery artery 
SMC TNFalpha + 
IL-lbeta 


9.7 


7.8 


CD8 lymphocyte 
act 


6.2 


4.5 


Astrocytes rest 


11.7 


4.2 


Secondary CD8 
lymphocyte rest 


9,7 


8.5 


Astrocytes 

rr^-v rp i i tt 

TNFalpha + IL- 
lbeta 


11.1 


7.2 


secondary UDo 
lymphocyte act 


6.5 


3.7 


vi t on 
(Basophil) rest 


10.0 


7.9 


CD4 lymphocyte 
none 


1.8 


1.7 


KU-812 
(Basophil) 


14.4 


13.3 



1055 



WO 02/072757 



PCT/US02/06908 









PMA/ionomycin 






2ry 

Thl/Th2/Trl anti- 
CD95CH11 


3.1 


2.9 


CCD 11 06 

(Keratinocytes) 

none 


42.0 


46.7 


LAK cells rest 


9.9 


5.9 


CCD1106 
(Keratinocytes) 
TNFalpha + IL- 

1 Kota 


100.0 


100.0 


LAK cells YL-2 


5.3 


4.5 


Liver cirrhosis 


14.7 


16.2 


T A tr ft TT si I TT 

LAK cells IL-2+IL- 
12 


9.2 


3.2 


NCI-H292 none 


17.1 


16.2 


LAK cells IL- 
2+IFN gamma 


6.1 


3.8 


NCI-H292 IL-4 


19.1 


25.0 


T A 1 1 TT f\ ■ 

LAK cells IL-2+ 
IL-18 


11.3 


5.5 


NCI-H292 IL-9 


25.7 


23.8 


T A TT" 11 

LAK cells 
PMA/ionomycin 


20.9 


16.2 


NCI-H292IL-13 


20.6 


18.8 


NK Cells IL-2 rest 


8.2 


12.1 


NCI-H292 IFN 
gamma 


42.6 


28.3 


Two Way MLR 3 
day 


9.2 


11.4 


HPAEC none 


13.6 


11.7 


Two Way MLR 5 
day 


8.4 


4.9 


TTT\ A T^^"i irvTH 

HPAEC TNF 
alpha + IL-1 beta 


20.3 


22.1 


Two Way MLR 7 
day 


8.7 


5.8 


Lung fibroblast 
none 


16.4 


17.3 


PBMC rest 


3.0 


2.2 


Lung fibroblast 
TNF alpha + IL-1 
beta 


11.6 


13.6 


PBMC PWM 


11.0 


7.6 


Lung fibroblast 
IL-4 


14.6 


28.3 


PBMC PHA-L j 


9.1 


4.6 


Lung fibroblast 
IL-9 


16.3 


23.8 


Ramos (B cell) 
none 


5.2 


3.6 


Lung fibroblast 
IL-13 


14.7 


12.9 


Ramos (B cell) 
ionomycin 


5.1 


4.9 


Lung fibroblast 
IFN gamma 


22.7 


23.8 


B lymphocytes 
PWM 


4.1 


3.8 


Dermal fibroblast 
CCD 1070 rest 


12.0 


13.6 


B lymphocytes 
CD40L and IL-4 


8.4 


4.9 


Dermal fibroblast 
CCD 1070 TNF 
alpha 


10.9 


14.7 


bUL-1 dDCAMr 


7.3 


5.5 


Dermal fibroblast 

/""l/'-^yY 1 AHA TT 1 

CCD 1 070 EL-l 
beta 


10.0 


A A 

4.4 


EOL-1 dbcAMP 
PMA/ionomycin 


8.4 


7.8 


Dermal fibroblast 
IFN gamma 


9.2 


7.7 
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Dendritic cells 
none 


7.5 


8.0 


Dermal fibroblast 
IL-4 


9.7 


7.5 


Dendritic cells LPS 


5.7 


4.6 


Dermal 

MiKrrtnl!ictc v&ct 


10.1 


8.5 


Dendritic cells anti- 
CD40 


7.7 


6.9 


'Mfai i tr/rn Vi i 1 c 
J/N CULL ULJJlila 

TNFa+LPS 


11.4 


5.8 


Monocytes rest 


8.5 


7.5 


Neutrophils rest 


3.0 


3.0 


Monocytes LPS 


24.8 


25.9 


Colon 


13.0 


9.6 


Macrophages rest 


8.4 


5.6 


Lung 


16.4 


8.4 


Macrophages LPS 


12.2 


5.9 


Thymus 


10.9 


8.8 


HUVEC none 


8.7 


12.8 


Kidney 


6.3 


4.7 


HUVEC starved 


11.8 


11.7 









CNS_neurodegeneration_vl.O Summary: Ag3647 This panel confirms the expression of 
this gene at moderate levels in the brains of an independent group of individuals. However, no 
differential expression of this gene was detected between Alzheimer's diseased postmortem 
brains and those of non-demented controls in this experiment. Please see Panel 1.4 for a 
discussion of the potential utility of this gene in treatment of central nervous system disorders. 



General_screeningj)anel_vl.4 Summary: Ag3647 Expression of the CG88613-01 gene is 
highest in a gastric cancer cell line (CT = 28). Expression of this gene appears to be 
upregulated in a number of cancer cell lines when compared to normal tissues. Specifically, 
CG886 13-01 gene expression is somewhat higher in breast and ovarian cancers when 
compared to their respective normal tissues. Thus, therapeutic modulation of the activity of 
this gene or its protein product, using small molecule drugs, antibodies or protein therapeutics, 
may be of benefit in the treatment of gastric, breast and ovarian cancer. 

In addition, this gene is expressed at moderate levels in all regions of the central 

nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 

cerebellum, cerebral cortex, and spinal cord. The CG88613-01 gene encodes a protein that is 

identical to a protein now known in the public domain as inositol 1,4,5-triphosphate 3-kinase 

C (ref. 1). Inositol 1,4,5-trisphosphate 3-kinase (ITPK) catalyzes the phosphorylation of 

Ins(l,4,5)P3 to Ins(l,4,5)P4, both of which are modulators of calcium homeostasis. Calcium is 

one of the most important intracellular messengers in the brain, being essential for neuronal 

development, synaptic transmission and plasticity, and the regulation of various metabolic 

pathways (ref. 2). Therefore, this gene may play a role in central nervous system disorders 

such as Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia 

and depression. Furthermore, this gene is also expressed in tissues with metabolic or endocrine 
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function, including pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal muscle, 
heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the activity of 
this gene may prove useful in the treatment of endocrine/metabolically related diseases, such 
as obesity and diabetes. 

References: 

1. Dewaste V, Pouillon V, Moreau C, Shears S, Takazawa K, Erneux C. Cloning and 
expression of a cDNA encoding human inositol 1,4,5-trisphosphate 3-kinase C. Biochem J 
2000 Dec 1;352 Pt 2:343-51 

2. Mattson MP, Chan SL. Dysregulation of cellular calcium homeostasis in 
Alzheimer's disease: bad genes and bad habits. J Mol Neurosci 2001 Oct;17(2):205-24 

Panel 4.1D Summary: Ag3647 Results from two experiments using the same probe/primer 
set are in excellent agreement. Expression of the CG88613-01 gene is highest in keratinocytes 
treated with the inflammatory cytokines TNF-a and IL-lb(CT = 29.5). Therefore, modulation 
of the expression or activity of this protein through the application of small molecule 
therapeutics may be useful in the treatment of psoriasis and wound healing. 

This gene is also expressed at moderate levels in small airway epithelial cells, 
bronchial epithelium, and lung microvascular endothelial cells. Endothelial cells are known to 
play important roles in inflammatory responses by altering the expression of surface proteins 
that are involved in activation and recruitment of effector inflammatory cells (ref. 1). 
Expression in small airway epithelial cells, bronchial epithelium, lung microvascular 
endothelial cells suggests that the protein encoded by this transcript may be involved in lung 
disorders including asthma, allergies, chronic obstructive pulmonary disease, and emphysema. 
This gene is homologoust o PI-3-kinase which is involved in cell survival and receptor 
signaling of a number of cells of importance in the immune response in health and disease, 
including lung pathologies. Therefore, Small molecule antagonists of this gene product may 
lead to amelioration of symptoms associated with asthma, allergies, chronic obstructive 
pulmonary disease, and emphysema. 

This gene is expressed at low levels in the remainder of the samples on this panel, 
suggesting that the gene product may play an important role in homeostasis of a number of 
cell types. 
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References: 

1. Siddiqui RA, English D. PhosphatidylinositOl 3-kinase-mediated calcium 
mobilization regulates chemotaxis in phosphatidic acid-stimulated human neutrophils. 
Biochim Biophys Acta 2000 Jan 3;1483(l):161-73 

2. Condliffe AM, Cadwallader KA, Walker TR, Rintoul RC, Cowbum AS, Chilvers 
ER. Phosphoinositide 3-kinase: a critical signalling event in pulmonary cells. Respir Res 
2000;l(l):24-9 

DK. CG59993-01 and CG59993-02: synaptotagmin II 

Expression of gene CG59993-01 and variant CG59993-02 was assessed using the 
primer-probe set Ag3645, described in Table DKA. Results of the RTQ-PCR runs are shown 
in Tables DKB, DKC and DKD. 



Table DKA . Probe Name Ag3645 



Primers 


Sequences 


Length | 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -gaagaagaccctgaacccatac-3 ' 


22 


1056 


746 


Probe 


TET-5 ' -agctttgagatccccttcgagcagat-3 ' - 
TAMRA 


26 


1093 


747 


Reverse 


5 ' -tgaccactacctggactttctg-3 • 


22 


1120 


748 



Table DKB . CNS_neurodegeneration_vl.O 



Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 211019104 


Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 211019104 


AD 1 Hippo 


0.4 


Control (Path) 3 
Temporal Ctx 


0.2 


AD 2 Hippo 


0.2 


Control (Path) 4 
Temporal Ctx 


7.2 


AD 3 Hippo 


0.0 


AD 1 Occipital Ctx 


8.7 


AD 4 Hippo 


0.1 


AD 2 Occipital Ctx 
(Missing) 


0.0 


AD 5 hippo 


100.0 


AD 3 Occipital Ctx 


0.6 


AD 6 Hippo 


1.5 


AD 4 Occipital Ctx 


10.7 


Control 2 Hippo 


0.9 


AD 5 Occipital Ctx 


19.2 


Control 4 Hippo 


0.1 


AD 6 Occipital Ctx 


57.8 


Control (Path) 3 
Hippo 


0.0 


Control 1 Occipital 

Ctx i 


0.3 
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AD 1 Temporal Ctx j 0.8 


Control 2 Occipital 
Ctx 


81.8 


AD 2 Temporal Ctx j 2.8 


Control 3 Occipital 
Ctx 


11.0 


AD 3 Temporal Ctx J 0.3 


Control 4 Occipital 
Ctx 


0.5 


AD 4 Temporal Ctx 


2.6 


Control (Path) 1 
Occipital Ctx 


29.1 


AD 5 Inf Temporal 
Ctx 


50.0 


Control (Path) 2 
Occipital Ctx 


8.5 


AD 5 SupTemporal 
Ctx 


0.9 


Control (Path) 3 
Occipital Ctx 


0.7 


AD 6 Inf Temporal 
Ctx 


2.8 


Control (Path) 4 
Occipital Ctx 


12.8 


AD 6 Sup Temporal j 
Ctx 


8.2 


Control 1 Parietal 
Ctx 


0.4 


Control 1 Temporal \ 
Ctx 


0.1 


Control 2 Parietal 
Ctx 


2.3 


Control 2 Temporal i 
Ctx 


7.2 


Control 3 Parietal 
Ctx 


28.7 


Control 3 Temporal \ 

Ctx s 


1.5 


Control (Path) 1 
Parietal Ctx 


33.2 


Control 4 Temporal 
Ctx 


0.7 


Control (Path) 2 
Parietal Ctx 


21.8 


Control (Path) 1 
Temporal Ctx 


4.7 


Control (Path) 3 
Parietal Ctx 


0.5 


Control (Path) 2 
Temporal Ctx 


6.8 


Control (Path) 4 
Parietal Ctx 


68.3 



Table DKC . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 218341901 


Tissue Name 


Rel. Exp.(%) Ag3645, 
Run 218341901 


Adipose 


0.0 


Renal ca. TK-10 


0.1 


Melanoma* 
Hs688(A).T 


0.1 


Bladder 


0.1 


Melanoma* 
Hs688(B).T 


0.1 


Gastric ca. (liver met.) 
NCI-N87 


0.0 


Melanoma* Ml 4 


0.0 


Gastric ca. KATO III 


0.0 


Melanoma* 
LOXIMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.4 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.1 


Colon ca.* (SW480 
met) SW620 


0.0 
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Testis Pool 


1 0 


Colon ca HT29 


0 0 


Prostate ca * fhone 
met) PC-3 


0.0 


Colon ca. HCT-116 


0.0 


Prostate Pool 


0.1 


Colon ca. CaCo-2 


0.6 


Placenta 


00 


Pnlnn rnnrer tissue 
V-zviuii I'diiVv'Vi uaauv 


0 0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.2 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- 
3 


0.0 


Colon ca. SW-48 


0.2 


Ovarian ca. 
OVCAR-4 


0.2 


Colon Pool 


0.2 


Ovarian ca. 
OVCAR-5 


0.1 


Small Intestine Pool 


0.1 


Ovanan ca. IGROV- 
1 


0.0 ; 


Stomach Pool 


0.1 


Ovarian ca 

V/ VCU1CU1 VCL> 

OVCAR-8 


0.0 


Bone Marrow Pool 


0.0 


Ovarv 


0 7 \ 


Fetal Heart 


0 1 


Breast ca MCF-7 


o.o 


Heart Pool 


0 0 


Breast ca MDA- 
MB-231 


1.4 


Lymph Node Pool 


1.0 


Breast ca. BT 549 


0.2 


Fetal Skeletal Muscle 


0.0 


Breast ca. T47D 


0.1 


Skeletal Muscle Pool 


0.0 




0 0 

V.V 


OJJlvCll 1 KJUl 


0 1 


Breast Pool 


0.2 


Thymus Pool 


0.5 


Trachea 


0.2 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.3 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.5 


CNS cancer 
(neurojmet) SK-N-AS 


0.2 


Lungca.NCI-N417 


0.5 


CNS cancer (astro) SF- 
539 


0.0 


Lung ca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 


0.2 


Lung ca. NCI-H146 


0.1 


CNS cancer (glio) 
SlsTR-19 


0.0 


Lung ca. SHP-77 


0.3 


PNN ranrpr f o1i<Vl ^F- 
\_/i^io uoji^vi ^guuj or* 

295 


0.1 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool ! 


5.9 


Lung ca. NCI-H526 j 


0.0 


Brain (cerebellum) 


100.0 


Lung ca. NCI-H23 


0.2 


Brain (fetal) 


0.9 


Lungca.NCI-H460 


0.0 


Brain (Hippocampus) 


2.1 
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rOOl 






0 0 




10 i 

17.J 


Lungca. NCI-H522 


0.0 


Drain / Ci }V\ ^1 Q mm*ol 

•Drain ^OUDSlaTUld IUgTdJ 

Pool 


19.5 


Liver ! 


0.0 


Brain (Thalamus) Pool 


14.1 


Fetal Liver 


0.0 


Brain (whole) 


10.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


15.9 


Kidney Pool 


0.1 


Adrenal Gland 


0.9 


Fetal Kidney 


0.6 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.1 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 


0.0 


Pancreas Pool 


0.8 



Table DKD. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3645, Run 
169975206 


Tissue Name 


Rel. Exp.(%) 
Ag3645, Run 

■m y~ f \ £\ mm mm A f 

169975206 


Secondary Thl act 


0.0 


HUVEC IL-lbeta 


0.0 


Secondary Th2 act 


0.0 


HUVEC IFN gamma 


0.0 


OCVUUUaljr ill a^l 


0 0 


HUVEC TNF alpha + IFN 
gamma 


0 0 


Secondary Thl rest 


0.0 


HUVEC TNF alpha + IL4 


0.0 


Secondary Th2 rest 


0.0 


HUVEC IL- 11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + IL1 beta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lymphocyte act 


0.0 


Coronery artery SMC rest 


0.0 


CD45RO CD4 
lymphocyte act 


0.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 
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Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


100.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-812 (Basophil) rest 


0.0 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


0.0 


2ry Thl/Th2/Trl_anti- 

fTlQS PHI 1 


0.0 


CCD 1106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


v^v^iy 1 1 uo ^iveraunocyics j 
TNFalpha + IL-lbeta 


0.0 


T Ay r^llc TT 0 
J-f/vJV CcllS lij-Z 


u.u 


Liver cirrhosis 


n n 
U.U 


T AT^ rpHc TT 04-TT 1 J 

-L//AJV CCllb lJ~r~Z i 1 Z 




iNi^i-tizyz none 


i ^ n 


LAK cells IL-2+IFN 

gall ill la 


8.3 


NCI-H292 IL-4 


0.0 


T A1C relk TT -?+ TT - 1 R 


n n 
u - u 


MPT TT Q 




T AK celk 
PMA/ionomycin 


0.0 


NCI-H292IL-13 


0.0 


TsJl^ fVllc TT -9 rpct 


0.0 


NCI-H292 IFN gamma 


u.u 


1 WO W ay IVlLrlN. J Udy 


0.0 jHPAEC none 


U.U 


Two Way MLR 5 day 


0.0 | 


HPAEC TNF alpha + IL-1 
beta 


0.0 


1 WU VV ay IVli^lV / Klay 


0.0 


Lunff fibroblast none 


U.U 


PBMC rest 


0.0 


Lung fibroblast TNF alpha 
+ IL-1 beta 


4.3 


PBMC PWM 


_ o-o 1 


Lung fibroblast IL-4 


0.0 




12.9 | 


Lung fibroblast IL-9 


U.U 


Ramos (B cell) none 


0.0 j 


Lung fibroblast IL-1 3 


36.9 


Ramos (B cell) 
ionomycin 


0.0 | 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0.0 


Dermal fibroblast 
CCD1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


o.o 1 


Dermal fibroblast 
CCD1070 TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD1070 IL-1 beta 


0.0 


FOT -1 Ahr AA/TP 

PMA/ionomycin 


48.6 


Dermal fibroblast IFN 
gamma 


0.0 


j-vciiuxiLic Cviid nunc 


0.0 | 


Dermal fibroblast IL-4 


u.u 


J^Cnunilw vwllo Lrj 


0.0 j 


Dermal Fibroblasts rest 


U.U 


UCIlUllLli' vClla anil - 

CD40 


20.9 | 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.0 


Colon 


25.7 


Macrophages rest 


0.0 


Lung 


28.7 
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Macrophages LPS | 0.0 


Thymus 


43.2 


HUVEC none J 0:0 


Kidney 


25.9 


HUVEC starved j 0.0 







CNS_neurodegeneration_vl.O Summary: Ag3645 While no association between the 
expression of the CG59993-01 gene and the presence of Alzheimer's disease is detected in this 
panel, these results confirm the expression of this gene in areas that degenerate in Alzheimer's 
disease, including the cortex and hippocampus. Synaptotagmin expression is altered in the 
brain of Alzheimer's patients, possibly explaining impaired synaptogenesis and/or 
synaptosomal loss secondary to neuronal loss observed in the neurodegenerative disorder. It 
may also represent, reflect or account for the impaired neuronal transmission in Alzheimer's 
disease (AD), caused by deterioration of the exocytic machinery. Since the this gene is a 
homolog of synaptotagmin, agents that potentiate the expression or function of the protein 
encoded by the this gene may be useful in the treatment of Alzheimer's disease. 

General_screening_panel_vl.4 Summary: Ag3645 The CG59993-01 gene is a homolog of 
synaptotagmin, and shows high to moderate expression across all brain regions with highest 
expression in the cerebellum (CT = 26.4) Synaptotagmin is a presynaptic protein involved in 
synaptic vesicle release, making this an ideal drug target for diseases such as epilepsy, in 
which reduction of neurotransmission is beneficial. Selective inhibition of this gene or its 
protein product may therefore be useful in the treatment of seizure disorders. Furthermore, 
selective inhibition of neural transmission through antagonism of the protein encoded by this 
gene may show therapeutic benefit in psychiatric diseases where it is believed that 
inappropriate neural connections have been established, such as schizophrenia and bipolar 
disorder. In addition, antibodies against synaptotagmin may cause Lambert-Eaton myasthenic 
syndrome. Therefore, peptide fragments of the protein encoded by this gene may serve to 
block the action of these antibodies and treat Lambert-Eaton myasthenic syndrome. 

Panel 4.1D Summary: Ag3645 Expression of the CG59993-01 gene is restricted to a sample 
derived from astrocytes treated with TNF-alpha and IL-1 beta (CT=33.9). This expression in 
samples related to the central nervous system is consistent with results of the previous panels 
and suggests that modulation of this protein could be beneficial in the treatment of CNS 
disease-associated inflammation or neurodegeneration, including mutliple sclerosis. 

DL. CG59991-01: OOPLASM SPECIFIC PROTEIN 
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Expression of gene CG59991-01 was assessed using the primer-probe set Ag3644, 
described in Table DLA. Results of the RTQ-PCR runs are shown in Tables DLB and DLC. 



Table DLA . Probe Name Ag3644 



Primers 


Sequences 


Length 


Start 
Position 


SEQID 
NO: 


Forward 


S ' -gggagtaatgcctctcagtga-3 1 


21 


2294 


749 


Probe 


TET-5 ' -cttgagagtctcccagtgcgccct-3 ' - 
TAMRA 


24 


2318 


750 


Reverse 


5 ' -atgccacagtcctccagtatc-3 ' 


21 


2351 


751 



Table DLB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exo.f%) Ae3644, 
Run 218306573 


Tissue Name 


Rel. Exd.(%) Ae3644. 
Run 218306573 


Adipose 


0.0 


Renal ca. TK-10 


0.0 


Melanoma* 
Hs688(A).T 


0.0 


Bladder 


0.0 


Melanoma* 
Hs688(B).T 


0.0 


Gastric ca (liver met ^ 
NCI-N87 


0.0 


Melanoma* M14 


0.0 


Gastric ca KATO III 


— fyr-i 1— 

0.1 


Melanoma* 
LOXLMVI 


0.0 


Colon ca. SW-948 


0.0 


Melanoma* SK- 
MEL-5 


0.0 


Colon ca. SW480 


0.0 


Squamous cell 
carcinoma SCC-4 


0.0 


Colon ca.* (SW480 
met) SW620 


0.0 


Testis Pool 


0.5 


Colon ca. HT29 


0.0 


Prostate ca.* (bone 
met) PC-3 


0.0 


Colon ca.HCT-1 16 


0.1 


Prostate Pool 


0.0 


Colon ca. CaCo-2 


0.0 


Placenta 


0.0 


Colon cancer tissue 


0.0 


Uterus Pool 


0.0 


Colon ca. SW1116 


0.0 


Ovarian ca. 
OVCAR-3 


0.0 


Colon ca. Colo-205 


0.0 


Ovarian ca. SK-OV- ; 
3 


0.0 


Colon ca. SW-48 


0.0 


Ovarian ca. 
OVCAR-4 


0.6 


Colon Pool 


0.0 


Ovarian ca. 
OVCAR-5 


0.0 


Small Intestine Pool 


0.0 


Ovarian ca. IGROV- 
1 


0.0 


Stomach Pool 


0.0 
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\J vol loll ta. 

OVCAR-8 


0.0 


jBone Marrow Pool 


| 0.0 


wvdi y 




JrCldl nCoTL 


\ U.U 


DTCdoL t/o. 1VI^/F-/ 


0 0 


III Call l UU1 


1 n n 

U.U 


OlCaSL Ca. lVLL//\- 

MB-231 


0.0 


Lymph Node Pool 


0.0 


Breast ca. BT 549 


0.0 


petal Skeletal Muscle 


1 0.0 


Breast ca. T47D 


0.0 


|Skeletal Muscle Pool 


0.0 


DICdoL la. LvixJ/\ iS 




C-n1^An J5r\rv1 

^picen rooi 


u.u 


Breast Pool 


0.0 


Thymus Pool 


0.0 


Trachea 


0.0 


CNS cancer (glio/astro) 
U87-MG 


0.0 


Lung 


0.0 


CNS cancer (glio/astro) 
U-118-MG 


0.0 


Fetal Lung 


0.0 


CNS cancer 
(neuro;met) SK-N-AS 


0.0 


Lung ca. NCI-N417 


0.0 


CNS cancer (astro) SF- 
539 


0.0 


Lungca. LX-1 


0.0 


CNS cancer (astro) 
SNB-75 . 


0.0 


Lungca.NCI-H146 


0.0 


CNS cancer (glio) 


0.0 


Lung ca. SHP-77 


100.0 


i^iNa cancer tgnoj or- 
295 


0.3 


Lung ca. A549 


0.0 


Brain (Amygdala) Pool 


0.0 


T una pq 1SJPT 

idling cd. in Li ruzo ; 


u.u 


orain ^cereDeiiumj 


u.u 


T una MPT-W^ 
i-/UIlg la. lNV^l-nZ J 


u.u 


ij rain ^ieiai ) 


u.u 


Lungca.NCI-H460 


0.0 


Brain (Hippocampus) 

"001 


0.0 


T una 1-TOP £9 

idling Ld. nur-oz 


U.U 


i^ereorai i^onex rooi 


u.u 


Lungca. NCI-H522 


0.0 


orain ^ouDsianua nigra j 
Pool 


0.0 


Liver , I 


0.0 


Brain (Thalamus) Pool 


0.0 


Fetal Liver 


0.0 


Brain (whole) 


0.0 


Liver ca. HepG2 


0.0 


Spinal Cord Pool 


0.0 


Kidney Pool 


0.0 


Adrenal Gland 


0.0 


Fetal Kidney 


0.0 


Pituitary gland Pool 


0.0 


Renal ca. 786-0 


0.0 


Salivary Gland 


0.0 


Renal ca. A498 


0.0 


Thyroid (female) 


0.1 


Renal ca. ACHN 


0.0 


Pancreatic ca. CAPAN2 


0.0 


Renal ca.UO-31 ! 


0.0 


Pancreas Pool 


0.1 



Table PLC. Panel 4. ID 
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1 Issue lidiuc 


ReL Exp.(%) 
169975188 


Ticciip lVsinrtf* 


ReL Exp.(%) 

AoltfidJ Pun 

/\gJU41j IVUll 

169975188 


Q^r*r\r>H Qrv * 1 'h 1 act 
OCvUIlU.aXjr 1111 a\sl 


0 0 


HTTVFC TT -lheta 

11U V XwV-x XXv 1 Uvla 


0 0 


OCVUllUal jr 1 11X avl 


0 0 


HT TVFf 1 TFN gamma 
iiu v xx i > coiitii id- 


0 0 


Secondary Trl act 


0.0 


NT TVFP TMF alnhn + TFM 

gamma 


0.0 




\J.VJ 


T-TT TVFr 1 TMF alnha 4- TT A 
xx \J v E*\s x rsr aipiia » xl_rr 


O 0 


Secondary Th2 rest 


0.0 


HUVEC IL-11 


0.0 


Secondary Trl rest 


0.0 


Lung Microvascular EC 
none 


0.0 


Primary Thl act 


0.0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


0.0 


Primary Th2 act 


0.0 


Microvascular Dermal EC 
none 


0.0 


Primary Trl act 


0.0 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


0.0 


Primary Thl rest 


0.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


0.0 


Primary Th2 rest 


0.0 


Small airway epithelium 
none 


0.0 


Primary Trl rest 


0.0 


Small airway epithelium 
TNFalpha + IL-lbeta 


0.0 


CD45RA CD4 
lympnui/yic oci 


0.0 


Coronery artery SMC rest i 


0.0 


CD45RO CD4 

lympnocyic dci 


0.0 


Coronery artery SMC 

1 iSr dipud i 1JL- 1 DC Id 


0.0 


CD8 lymphocyte act 


0.0 


Astrocytes rest 


0.0 


Secondary CD8 
lymphocyte rest 


0.0 


Astrocytes TNFalpha + 
IL-lbeta 


0.0 


Secondary CD8 
lymphocyte act 


0.0 


KU-8 12 (Basophil) rest 


48.3 


CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


100.0 


2ry Thl/Th2/Trl_anti- 


0.0 


CCD 1106 (Keratinocytes) 
none 


0.0 


LAK cells rest 


0.0 


1 1 uO ^xVcrdiinucy ics ) 

TNFalpha + IL-lbeta 


0.0 


X_//AJV VClio Li^rA 


ft ft 


T i\/^t r*iTTrii™kci c 
i_slVCI l/lllllVJolO 


0 0 


T ATf r^llc TT 9+TT 1 9 
1j/\JV Cells ILi'dt » l.Lr 1 Z 


n ft 


MPT TT909 nnnp 

iNi^/i-nzyz. none 


ft ft 


LAK cells IL-2+IFN 

gcullillu 


0.0 


NCI-H292 IL-4 


0.0 


LAK cells IL-2+IL-18 


0.0 


NCI-H292 IL-9 


0.0 


LAK cells 
PMA/ionomycin 


0.0 


NCI-H292 IL-13 


0.0 
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in iv v^cits resi 


0.0 JNCI-H292 IFN gamma 


Aft 

u.u 


i wo w ay lvii^rv j oay 


0.0 


|HP AEG none 


u.u 


Two Way MLR 5 day 


0.0 


HPAEC TNF alpha + IL-1 

beta 


0.0 


i wo w ay JVLLK / oay 


A A ' 

0.0 


|Lung fibroblast none 


.Art 

u.u 


PBMC rest 


0.0 


Lung fibroblast TNF alpha 
|+ IL-1 beta 


0.0 


PBMC PWM 


A A 

0.0 


|Lung fibroblast IL-4 


0.0 


r&NlKs rnA-L 


0.0 


Lung fibroblast IL-9 


U.U 


Ramos (B cell) none 


0.0 


r""" - 

Lung fibroblast IL-1 3 


0.0 


Ramos (B cell) 
ionomycin 


0.0 


Lung fibroblast IFN 
gamma 


0.0 


B lymphocytes PWM 


0 0 


Dermal fibroblast 
CCD 1070 rest 


0.0 


B lymphocytes CD40L 
and IL-4 


0.0 


Dermal fibroblast 
CCD 1070 TNF alpha 


0.0 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 
CCD 1070 IL-1 beta 


0.0 


XiULr-1 GDCAMr 

PMA/ionomycin 


0.0 


Dermal fibroblast IFN 
gamma 


0.0 


Liencmuc cens none 


0.0 


Dermal fibroblast IL-4 


u.u 


L/enonuc cens Lro 


0.0 


Dermal Fibroblasts rest 


U.U 


uenanuc ceus anti- 
CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 jNeutrophils rest 


0.0 


Monocytes LPS 


0.0 


Colon 


0.0 


Macrophages rest 


0.0 


Lung 


0.0 


Macrophages LPS 


0.0 


Thymus 


0.0 


HUVEC none 


0.0 


Kidney 


0.0 


HUVEC starved 


0.0 







CNS_neurodegeneration_vl.O Summary: Ag3644 Expression of the CG59991-01 gene is 
low/undetectable in all samples on this panel (CTs>35). (Data not shown). 



General_screening_panel_vL4 Summary: Ag3644 Expression of the CG59991-01 gene is 
restricted to a sample derived from a lung cancer cell line (CT=27.2). Thus, expression of this 
gene could be used to differentiate between this sample and other samples on this panel and as 
a marker to detect the presence of lung cancer. Furthermore, therapeutic modulation of the 
expression or function of this gene may be effective in the treatment of lung cancer. 

Panel 4.1 D Summary: Ag3644 Expression of the CG59991-01 gene is restricted to samples 
derived from the basophil cell line KU-812 (CTs=32). Thus, expression of this gene could be 
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used as a marker of this cell type. Basophils release histamines and other biological modifiers 
in repose to allergens and play an important role in the pathology of asthma and 
hypersensitivity reactions. Therefore, the specific pattern of expression of this gene suggests 
that therapeutic modulation of the expression or function of the protein encoded by this gene 
may block or inhibit inflammation or tissue damage due to basophil activation in response to 
asthma, allergies, hypersensitivity reactions, psoriasis, and viral infections. 

DM. CG59987-01 and CG59987-02: RHOPHILIN 

Expression of gene CG59987-01 and full length clone CG59987-02 was assessed using 
the primer-probe set Ag3643, described in Table DMA. Results of the RTQ-PCR runs are 
shown in Tables DMB and DMC. Please note that CG59987-02 represents a full-length 
physical clone of the CG59987-01 gene, validating the prediction of the gene sequence. 



Table DMA . Probe Name Ag3643 



Primers 


Sequences 


Length! 


Start 
Position 


SEQID 
NO: 


Forward 


5 ' -tactttcggaagggctgtaatc-3 1 


22 | 


103 


752 


Probe 


TET-5 ' -cttgcacaaaccggccggagtaaatt-3 1 - 
TAMRA 


26 1 


127 


753 


Reverse 


5 • -tgattcaaagcagctctttgat-3 1 


22 | 


158 


754 



Table DMB . General_screening_panel_vl.4 



Tissue Name 


Rel. Exp.(%) Ag3643, 
Run 218306426 


Tissue Name 


Rel. Exp.(%) Ag3643, 
Run 218306426 


Adipose 


1.4 


Renal ca.TK- 10 


17.2 


Melanoma* 
Hs688(A).T 


0.5 


Bladder 


9.1 


Melanoma* 
Hs688(B).T 


0.6 


Gastric ca. (liver met.) 
NCI-N87 


46.7 


Melanoma* M14 


6.3 


Gastric ca. KATO HI 


39.2 


Melanoma* 
LOXIMVI 


1.7 


Colon ca. SW-948 


16.6 


Melanoma* SK- 
MEL-5 


8.7 


Colon ca. SW480 


7.0 


Squamous cell { 
carcinoma SCC-4 


5.4 


Colon ca* (SW480 
met) SW620 


0.4 


Testis Pool 


0.5 


Colon ca. HT29 


24.8 


Prostate ca.* (bone 
met) PC-3 


7.7 


Colon ca.HCT-1 16 


26.8 
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Prostate Pool 


6.6 i Colon ca. CaCo-2 


34.2 




3.3 


Colon cancer tissue 


1 1 0 


Uterus Pool 


0.4 


Colon ca. SW1116 


4.5 


Ovanan ca. 
OVCAR-3 


44.1 


Colon ca. Colo-205 


5.5 


Ovanan ca. SK-OV- 
3 


36.9 


Colon ca. SW-48 


6.5 


Ovarian ca. 
OVCAR-4 


58.6 


Colon Pool 


0.9 


Ovarian ca. 
OVCAR-5 


50.7 


Small Intestine Pool 


1.9 


Ovanan ca. IGROV- 

i 
i 


20.3 


Stomach Pool 


2.3 


Ovarian fa 
w vol loll td. 

OVCAR-8 


7.9 


Bone Marrow Pool 


0.3 


Ovarv 
v_/ v oi y 


1 A 

1.0 


retai rieart 


0 7 




17 4 


Heart rooi 




MB-231 


13.7 


Lymph Node Pool 


1.0 


Breast ca. BT 549 


8.2 


Fetal Skeletal Muscle 


0.1 


Breast ca. T47D 


1 AA A 


oKeietai iviuscie rooi 


0.2 




4.7 


Spleen Pool 


Vs. A. 


Breast Pool 


1.9 


Thymus Pool 


1.5 


Trachea 


8.4 


CNS cancer (glio/astro) 
U87-MG 


1.0 


Lung 


0.3 


CNS cancer (glio/astro) 
U-118-MG 


1.3 


Fetal Lung 


6.9 


CNS cancer 
(neurojmet) SK-N-AS 


5.2 


Lungca.NCI-N417 i 


0.9 1 


CNS cancer (astro) SF- 
539 


2.5 


Lung ca. LX-1 


0.2 


CNS cancer (astro) 
SNB-75 


6.0 


Lung ca. NCI-H146 


1.9 


CNS cancer (glio) 


21.6 


Lung ca. SHP-77 


0.0 


tNo cancer (glioj or- 
295 


14.7 


Lung ca. A549 


54.3 


Bram (Amygdala) Pool 


1.0 


T una ra Mf^T 

idling l<i. i>v^i-n JZrO , 


5.1 


Brain (cerebellum) 


^ 9 
J.Z 


T una pa NPT-W* 




Drain S'-fetalt 

oialU ^ieialj 


O 7 
V/. / 


Lungca.NCI-H460 


1.2 


Brain (Hippocampus) 
Pool 


1.9 


Lung ca. HOP-62 


6.5 


Cerebral Cortex Pool 


2.3 


Lung ca. NCI-H522 


3.7 


Brain (Substantia nigra) 


2.1 
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Pool 




Liver 


1.5 


Brain (Thalamus) Pool 


2.7 


Fetal Liver 


5.6 


Brain (whole) 


3.5 


Liver ca. HepG2 


7.0 


Spinal Cord Pool 


3.6 


Kidney Pool ] 


1.4 


Adrenal Gland 


0.2 


Fetal Kidney 


3.4 


Pituitary gland Pool 


1.3 


Renal ca. 786-0 \ 


12.2 ; 


Salivary Gland 


6.7 


Renal ca. A498 


8.8 


Thyroid (female) 


1.2 


Renal ca. ACHN 


9.1 


Pancreatic ca. CAPAN2 


21.3 


Renal ca.UO-31 


9.9 


Pancreas Pool 


12.2 



Table PMC. Panel 4. ID 



Tissue Name 


Rel. Exp.(%) 
Ag3643, Run 
169975145 


Tissue Name 


Rel. Exp.(%) 
Ag3643, Run 
169975145 


Secondary Thl act 


3.8 


HUVEC IL-lbeta 


6.9 


Secondary Th2 act 


1.1 


HUVEC IFN gamma 


4.4 


Secondary Trl act 


0.9 


HUVEC TNF alpha + IFN 
gamma 


2.6 


Secondary Thl rest 


0.5 


HUVEC TNF alpha + IL4 


4.0 


Secondary Th2 rest 


0.9 


HUVEC IL-ll 


2.5 


Sf*rnnHarv Trl rp<5t 


0 6 


Lung Microvascular EC 
none 




Prima tv Th1 net 


1 R 

1 .0 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


1 S 


Primary Th2 act 


5.0 


Microvascular Dermal EC ; 
none 


6.7 


Primary Trl act 


3.4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


7.7 


Primary Thl rest 


1.0 


Bronchial epithelium 
TNFalpha + ILlbeta 


17.7 


Primary Th2 rest 


0.8 


Small airway epithelium 
none 


13.7 


Primary Trl rest 


0.9 


Small airway epithelium 
TNFalpha + IL-lbeta 


23.3 


CD45RA CD4 
lymphocyte act 


3.5 


Coronery artery SMC rest 


6.7 


CD45RO CD4 
lymphocyte act 


3.0 


Coronery artery SMC 
TNFalpha + IL-lbeta 


4.3 


CD8 lymphocyte act 


6.2 


Astrocytes rest : 


35.4 


Secondary CD8 
lymphocyte rest 


3.4 


Astrocytes TNFalpha + 
IL-lbeta 


24.3 


Secondary CD8 


0.0 


KU-8 12 (Basophil) rest 


0.5 
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lymphocyte act 








CD4 lymphocyte none 


0.0 


KU-812 (Basophil) 
PMA/ionomycin 


2.3 


2ry Thl/Th2/Trl_anti- 

PHQ*5 PH1 1 


0.0 


CCDl 106 (Keratinocytes) 
nunc 


39.8 


LAK cells rest 


0.7 


PPH1 1 fV\ n^prattrm^Mf^c^ 

i i uo ^j\.craiinocyxcs ) 
TNFalpha + IL-lbeta 


32.5 


LnA CClio 


0 4 


i-fivcr ciirnosis 


41 7 


T AK relk TT -9+TT -1 2 


1 1 
1 .J 


ix^i-nz^/z- nunc 




LAK cells IL-2+IFN 


2.2 


NCI-H292 IL-4 


45.1 


T AK pp11<: TT -9+ TT -1 8 


7 0 


MPT TJ7Q? TT 0 


i nn a 


T AK celk 
PMA/ionomycin 


1.7 


NCI-H292 IL-13 


51.8 


NIC Celk TT -9 re«:t 




TSJpT IJ9Q9 TpVT oammsi 
INv^l-rx^^Z IT IN goIIUlla 


JJ.O 


Twn Wflv A/fT R ^ Hnv 

1 WU VV aj IVIIjIV »j HcLy 




T-TPAFP nnnp 

rirADv/ none 


o.U 


Two Way MLR 5 day 


0.8 


HPAECTNF alpha + IL-1 

UCLCl 


6.1 


Twn Wav MT P 7 Hav 

J. W*J VV <Xj IVll^XV / via V 




T lino ti V\7*nV\l act nrtriP 

l^UIlg iiuruiiiaoi nunc 




PBMC rest 


0.6 


T liner fiWr/Yhloot TWT« alnlio 
l^UIlg IIDlUDlabl UNr aipnd. ; 

+ IL-1 beta 


7.1 


PBMC PWM 


4.3 


Lung fibroblast IL-4 


3.6 






T i ir\ cr "fil^r/Vm act TT O 

idling iiDruQidsi LLj-y 


O.J 


Ramos (B cell) none 


14.8 


Lung fibroblast IL-13 


3.3 


t» /"r-» n\ 

Ramos (B cell) 
ionomycin 


15.7 


Lung fibroblast IFN 
gamma 


10.5 


B lymphocytes PWM 


6.3 


Dermal fibroblast 
CCD 1070 rest 


5.1 


B lymphocytes CD40L 
and IL-4 


6.5 


Dermal fibroblast 
CCD1070TNF alpha 


5.6 


EOL-1 dbcAMP 


0.0 


Dermal fibroblast 

PPD 1070 TT 1 hf>ta 


7.7 


FOL-1 dbcAMP 
PMA/ionomycin 


0.0 


gamma 


5.5 


T^PTiHritiP c p11q nnnp 




U Clin al IlDTUulaal 11_/~*t 


1 7 






i^emiai riurooiasis resi 


1 c 
I. J 


XJCllUlllll/ CCiio ail 11" 

CD40 


0.0 


Neutrophils TNFa+LPS 


0.0 


Monocytes rest 


0.0 


Neutrophils rest 


0.0 


Monocytes LPS 


0.3 


Colon 


34.6 


Macrophages rest 


0.4 


Lung 


4.3 


Macrophages LPS 


0.0 


Thymus 


9.9 


HUVEC none 


3.3 


Kidney 


51.4 


HUVEC starved 


3.4 
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CNS_neurodegeneration_vl.O Summary: Ag3643 Results from one experiment with the 
CG59987-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 

General screening panel vl.4 Summary: Ag3643 Expression of the CG59987-01 gene is 
highest in a breast cancer cell line (CT=25.3). In addition, significant levels of expression are 
seen in clusters of cell lines derived from brain, gastric, colon, lung, and ovarian cancers. In 
addition, expression overall appears to be higher in samples derived from cancer cell lines than 
in normal tissues. Thus, expression of this gene could be used as a marker to detect the 
presence of cancer. This gene encodes a homolog of rhophilin, a rho GTPase that is involved 
in a signaling pathway that regulates cell adhesion, among other functions. Therefore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
treatment of these cancers. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, skeletal muscle, and adult and 
fetal heart, and liver. This widespread expression among these tissues suggests that this gene 
product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also expressed at moderate to low levels in the CNS and may be a small 
molecule target for the treatment of neurologic diseases. 

Panel 4.1D Summary: Ag3643 Expression of the CG59987-01 gene is highest in NCI-H292 
cells stimulated by IL-9(CT=29.2). The gene is also expressed in a cluster of treated and 
untreated NCI-H292 mucoepidermoid cell line samples. The transcript is also expressed at 
lower but still significant levels in both small airway and bronchial epithelium treated with IL- 
1 beta and TNF-alpha. In comparison, expression in the normal lung is relatively low. The 
expression of the transcript in activated normal epithelium as well as a cell line that is often 
used as a model for airway epithelium (NCI-H292 cells) suggests that this transcript may be 
important in the proliferation or activation of airway epithelium. Therefore, therapuetics 
designed with the protein encoded by this transcript could be important in the treatment of 
diseases which include lung airway inflammation such as asthma and COPD. 



DN. CG59971-01 and CG59971-02: Leucine Rich Repeat protein 
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Expression of gene CG59971-01 and variant CG59971-02 was assessed using the 
primer-probe set Ag3639, described in Table DNA. Results of the RTQ-PCR runs are shown 
in Tables DNB and DNC. 



Table DNA . Probe Name Ag3639 



Primers 


Sequences 


t „.J Start 
Length | Position 


SEQID 
NO: 


Forward 


5 1 -ttctgccaacttcagctacaat-3 ' 


22 j 510 


755 


Probe 


TET-5 ■ -cttagacagctccctgcgcctcttgt-3 ' - 
TAMRA 


26 | 543 


756 


Reverse 


5 ' -acttgattgtggcttaggttca-3 ' 


22 | 584 


757 



Table DNB . General_screening_panel_vl.4 



Tissue Name 


ivei. iLxp.^ /o) Agjojy, 
Run 218234144 


Tissue Name 


Kei. t,xp.( /o) Ag3o3V, 
Run 218234144 


Aaipose 


1 o 
J.Z 


Kenai ca. 1 K.- 1 U 


24.U 


Melanoma* 

riSOoo(AJ. 1 


17.9 


Bladder 


11.8 


Melanoma* 
rlS0o5(Bj. 1 


12.6 


Gastric ca. (liver met.) 
NC1-N87 


35.6 


Melanoma* Ml 4 


64.6 


Gastric ca. KATO III 


35.8 


Melanoma* 

T OYTMVT 


15.5 


Colon ca. SW-948 


8.0 


Melanoma* SK- 
MEL-5 


25.2 


Colon ca. SW480 


55.5 


Squamous cell 
carcinoma SCC-4 


10.5 


Colon ca.* (SW480 
met) SW620 


32.8 


Testis Pool 


8.9 


Colon ca. HT29 


13.7 


Prostate ca.* (bone \ 
met) PC-3 


19.3 


Colon ca.HCT-1 16 


34.9 


Prostate Pool 


3.2 


Colon ca. CaCo-2 


15.4 


Placenta 


16.3 


Colon cancer tissue 


14.3 


Uterus Pool 


1.0 


Colon ca. SW1 116 


7.9 


Ovarian ca. 
OVCAR-3 


19.9 


Colon ca Colo-205 


13.3 


Ovarian ca. SK-OV- 
3 


30.1 


Colon ca. SW-48 


8.8 


Ovarian ca. 
OVCAR-4 


14.8 


Colon Pool 


8.2 


Ovarian ca. 
OVCAR-5 


60.7 


Small Intestine Pool 


7.7 


Ovarian ca. IGROV- 


15.1 


Stomach Pool 


3.9 
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1 
1 


i 




u van an ca. 
OVCAR-8 


9.5 jfione Marrow Pool 


2.7 


Ovary 


12 6 


racial xiCai i 




r>r east ca. iVLi^r - / 


54.0 


ii well i iruui 


J. 1 


oreasi ca. jvuua- 
MB-231 


31.2 


Lymph Node Pool 


10.4 


Breast ca. BT 549 


27.2 


Fetal Skeletal Muscle 


4.0 


Breast ca. T47D 


100.0 


Skeletal Muscle Pool 


3.6 


£>reasi ca. jyuja-in 


20.4 


Spleen Pool 


Q A 

o.4 


Breast Pool 


8.9 


Thymus Pool 


15.3 


Trachea 


10 3 


CNS cancer (glio/astro) 
U87-MG 


37.9 


Lung 


1.1 


CNS cancer (glio/astro) 
U-118-MG 


26.2 


Fetal Lung 


21.9 


CNS cancer 
(neuro;met) SK-N-AS 


22.4 


Lungca.NCI-N417 


4.5 


CNS cancer (astro) SF- 
539 


15.7 


Lungca. LX-1 


32.8 j 


CNS cancer (astro) 
SNB-75 


46.7 


Lung ca.NCI-H 146 ! 


7.7 


CNS cancer (glio) 
SNB-19 


12.2 


Lung ca. SHP-77 


33.2 


CNS cancer (glio) SF- 


31.4 


Lung ca. A549 


30.8 


Brain (Amygdala) Pool 


7.9 


Lung ca. rNd-iijZO 


8.7 


Brain (cerebellum) 


2 1 A 


Lung ca. iNUi-rizj 


23.2 


Brain (fetal) 




Lung ca. NCI-H460 


18.0 


Brain (Hippocampus) 

i UUl 


6.8 


i^ung ca. xiUr-oz 




i^ereurai i^onex x^ooi 


o.U 


Lung ca. NCI-H522 


22.5 


O I dill ^OUDSldJUld nigra) 

Pool 


8.3 


Liver 


0.8 


Brain (Thalamus) Pool 


10 7 


Fetal Liver 


8.8 


Brain (whole) 


13.8 


Liver ca. HepG2 


19.3 


Spinal Cord Pool 


7.6 


Kidney Pool 


12.9 


Adrenal Gland 


14.1 


Fetal Kidney 


8.4 


Pituitary gland Pool 


6.6 


Renal ca. 786-0 


20.0 


Salivary Gland 


3.0 


Renal ca. A498 


5.2 


Thyroid (female) 


4.9 


Renal ca. ACHN 


34.4 


Pancreatic ca. CAPAN2 


20.9 


Renal ca.UO-31 


15.5 


Pancreas Pool 


10.7 
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i issue in a me 


Rel. Exp.(%) 

AgJOJSJj IyUD 

169975065 


i issue ii a me 


Rel. Exp.(%) 

An^#v^Q Pun 

169975065 


^Secondary ini act 


3 l.o 


TjT TKJTaC TT lUato 

riU V liL/ IL- 1 Deta 


oo n 
z /.U 


.Secondary^! nz act 


Oo.o 


riuviiu iriN gamma 


j l.Z 


Secondary Trl act 


74.7 


rtuvnL, iJNr aipna in 
gamma 


28.9 


occonaary tm rest 


OA 4 
ZO.H 


T-TTTVThP TWT7 alrtha 4- TT A 

riu v el i iNr aipna t llh 


ZO.*f 


Secondary Th2 rest 


41.5 


HUVEC IL-11 


22.4 


Secondary Trl rest 


24.1 


Lung Microvascular EC 
none 


55.5 


Primary Thl act 


50.3 


Lung Microvascular EC 
TNFalpha + IL-lbeta 


36.1 


Primary Th2 act 


75.8 


Microvascular Dermal EC \ 
none 


23.5 


Primary Trl act 


66.4 


Microsvasular Dermal EC 
TNFalpha + IL-lbeta 


33.0 


Primary Thl rest 


19.8 


Bronchial epithelium 
TNFalpha + ILlbeta 


22.8 


Primary Th2 rest 


33.9 


Small airway epithelium 
none 


23.2 


Primary Trl rest 


64.2 


Small airway epithelium 
TNFalpha + IL-lbeta 


37.1 


CD45RA CD4 
lympnocyie act 


35.4 


Coronery artery SMC rest 


21.2 


CD45RO CD4 

lympnocyte act 


59.5 


Coronery artery SMC 
l jNr aipna + il- i Deta 


13.4 


CD8 lymphocyte act 


64.6 


Astrocytes rest 


23.3 


Secondary CD8 
lymphocyte rest 


36.1 


Astrocytes TNFalpha + 
IL-lbeta 


25.2 


Secondary CD8 
lymphocyte act 


45.1 


KU-8 12 (Basophil) rest 


22.4 


CD4 lymphocyte none 


20.0 


KU-812 (Basophil) 
PMA/ionomycin 


32.8 


2ry Thl/Th2/Trl_anti- j 


44.1 


CCD1106 (Keratinocytes) 
none 


61.6 


LAK cells rest 


53.2 


U^JJ 1 1 Uo (Keratinocytes ) 
TNFalpha + IL-lbeta 


49.0 


T A If Stalin TT O 

LAK cells lL-z 


CO A 


Liver cirrhosis 


0 1 
0. 1 


t *v TT 0-1- TT 10 

LAK Cells 1L-Z+1L- 12 


!>4.U 


xiy^t uim <M^+% A 

xMCi-rizyz none 


4o. / 


LAK cells IL-2+IFN 

gcuimia 


59.0 


NCI-H292 IL-4 


45.1 


LAK cells IL-2+IL- 18 


61.6 


NCI-H292IL-9 


58.6 


LAK cells 
PMA/ionomycin 


39.0 


NCI-H292 IL-13 


35.6 
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^JV fVllc TT -7 r*»cr 


f\(\ 7 
ou. / 


\TPT 1J707 TTTXT fTomma 

iNd-rlzyz LrXN gamma 


1 00 0 


l wu vv ay ivii_/i\. j ua jr 


1 


xirAii^ none 


1 O.J 


Two Way MLR 5 day 


36.6 


HPAEC TNF alpha + IL-1 


44.8 


1 wo W dy lvlljlv / ylcLy 


jO.O 


uung nDroDiasi none 


7Q 1 


PBMCrest 


22.2 


j^ung noroDiasi ixvir aipna 
+ IL-1 beta 


20.2 


PBMC PWM 


62.4 


Lung fibroblast IL-4 


29.1 


PI*\/f P P£I A T 


A1 O 


Lung tioro blast iL-y 


50.7 


Ramos (B cell) none 


43.5 


Lung fibroblast IL-1 3 


40.3 


Ramos (B cell) 
ionomycin 


46.3 


Lung fibroblast IFN 
gamma 


. 37.4 


B lymphocytes PWM 


40.9 


Dermal fibroblast 
CCD1070rest 


60.3 


B lymphocytes CD40L ; 
andIL-4 


78.5 


Dermal fibroblast 
CCD1070 TNF alpha 


92.7 


EOL-1 dbcAMP 


34.2 


Dermal fibroblast 

rvTH A7H TT 1 Koto 


22.7 


FOT -1 HhrAMP 

PMA/ionomycin 


62.0 


uermai noroDiasi itin 
gamma 


24.0 




fis i 

OJ. 1 


uermai iiDrouiasi 11^-4 


JJ.O 


Dpnfiririr ppIIc T PQ 


ZJ.J 


uermai riDrooiasis rest 


Zl.O 


TY^TI H "M tl f» f*^11c QTltl 

CD40 


41.8 


Neutrophils TNFa+LPS 


1.7 


Monocytes rest 


100.0 


Neutroohils rest 


18 3 


Monocytes LPS 


77.4 


Colon 


11.2 


Macrophages rest 


62.4 


Lung 


17.7 


Macrophages LPS 


15.9 


Thymus 


81.8 


HUVEC none 


20.0 


Kidney 


18.6 


HUVEC starved 


30.6 







CNS_neurodegeneration_vLO Summary: Ag3639 Results from one experiment with the 
CG59971-01 gene are not included. The amp plot indicates that there were experimental 
difficulties with this run. 



General screening panel vl. 4 Summary: Ag3639 Expression of the CG59971-02 gene is 
ubiquitous in this panel, with highest expression in a breast cancer cell line (CT=26.6). 
Overall, expression of this gene appears to be higher in samples derived from cancer cell lines 
than in normal tissues. This widespread expression suggests that this gene product is involved 
in cell growth and prolideration. Thus, expression of this gene could be used as a marker to 
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detect the presence of cancer. Furthermore, therapeutic modulation of the expression or 
function of this gene may be useful in the treatment of cancer. 



In addition, this gene is expressed at much higher levels in fetal lung and liver 
(CTs=29-30) when compared to expression in the adult counterpart (CTs=33). Thus, 
expression of this gene may be used to differentiate between the fetal and adult sources of 
these tissue. 

Among tissues with metabolic function, this gene is expressed at moderate to low 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
gene product may play a role in normal neuroendocrine and metabolic and that disregulated 
expression of this gene may contribute to neuroendocrine disorders or metabolic diseases, such 
as obesity and diabetes. 

This gene is also highly expressed in the brain, with highest expression in the 
cerebellum (CT = 28.5), with moderate expression in other CNS regions as well including, 
amygdala, hippocampus, cerebral cortex, substantia nigra and thalamus. This gene encodes a 
leucine-rich repeat protein. Leucine rich repeats (LRR) mediate reversible protein-protein 
interactions and have diverse cellular functions, including cellular adhesion and signaling. 
Several of these proteins, such as connectin, slit, chaoptin, and Toll have pivotal roles in 
neuronal development in Drosophila and may play significant but distinct roles in neural 
development and in the adult nervous system of humans (Ref. 1). In Drosophilia, the LRR 
region of axon guidance proteins has been shown to be critical for their function (especially in 
axon this gene shows high expression in the brain, it is an excellent candidate neuronal 
guidance protein for axons, dendrites and/or growth cones in general. Therefore, therapeutic 
modulation of the levels of this protein, or possible signaling via this protein, may be of utility 
in enhancing/directing compensatory synaptogenesis and fiber growth in the CNS in response 
to neuronal death (stroke, head trauma), axon lesion (spinal cord injury), or neurodegeneration 
(Alzheimer's, Parkinson's, Huntington's, vascular dementia or any neurodegenerative disease). 

References: 

1. Battye R, Stevens A., Perry R.L., Jacobs J.R. (2001) Repellent signaling by Slit 
requires the leucine-rich repeats. J. Neurosci. 21 : 4290-4298. 
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Panel 4.1D Summary: Ag3639 The CG59971-01 gene is expressed at high to moderate 
levels in a wide range of cell types of significance in the immune response in health and 
disease. Highest expression of the gene is seen in resting monocytes (CT=28.6). Significant 
levels of expression are also seen in members of the T-cell, B-cell, endothelial cell, 
macrophage/monocyte, and peripheral blood mononuclear cell family, as well as epithelial and 
fibroblast cell types from lung and skin, and normal tissues represented by colon, lung, thymus 
and kidney. This ubiquitous pattern of expression suggests that this gene product may be 
involved in homeostatic processes for these and other cell types and tissues. This pattern is in 
agreement with the expression profile in General_screening_panel_vl.4 and also suggests a 
role for the gene product in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 
these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Example D. Identification of Single Nucleotide Polymorphisms in NOVX nucleic acid 
sequences 

Variant sequences are also included in this application. A variant sequence can include 
a single nucleotide polymorphism (SNP). A SNP can, in some instances, be referred to as a 
"cSNP" to denote that the nucleotide sequence containing the SNP originates as a cDNA. A 
SNP can arise in several ways. For example, a SNP may be due to a substitution of one 
nucleotide for another at the polymorphic site. Such a substitution can be either a transition or 
a transversion. A SNP can also arise from a deletion of a nucleotide or an insertion of a 
nucleotide, relative to a reference allele. In this case, the polymorphic site is a site at which 
one allele bears a gap with respect to a particular nucleotide in another allele. SNPs occurring 
within genes may result in an alteration of the amino acid encoded by the gene at the position 
of the SNP. Intragenic SNPs may also be silent, when a codon including a SNP encodes the 
same amino acid as a result of the redundancy of the genetic code. SNPs occurring outside the 
region of a gene, or in an intron within a gene, do not result in changes in any amino acid 
sequence of a protein but may result in altered regulation of the expression pattern. Examples 
include alteration in temporal expression, physiological response regulation, cell type 
expression regulation, intensity of expression, and stability of transcribed message. 

SeqCalling assemblies produced by the exon linking process were selected and 

extended using the following criteria. Genomic clones having regions with 98% identity to all 
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or part of the initial or extended sequence were identified by BLASTN searches using the 
relevant sequence to query human genomic databases. The genomic clones that resulted were 
selected for further analysis because this identity indicates that these clones contain the 
genomic locus for these SeqCalling assemblies. These sequences were analyzed for putative 
coding regions as well as for similarity to the known DNA and protein sequences. Programs 
used for these analyses include Grail, Genscan, BLAST, HMMER, FASTA, Hybrid and other 
relevant programs. 

Some additional genomic regions may have also been identified because selected 
SeqCalling assemblies map to those regions. Such SeqCalling sequences may have 
overlapped with regions defined by homology or exon prediction* They may also be included 
because the location of the fragment was in the vicinity of genomic regions identified by 
similarity or exon prediction that had been included in the original predicted sequence. The 
sequence so identified was manually assembled and then may have been extended using one 
or more additional sequences taken from CuraGen Corporation's human SeqCalling database. 
SeqCalling fragments suitable for inclusion were identified by the CuraTools™ program 
SeqExtend or by identifying SeqCalling fragments mapping to the appropriate regions of the 
genomic clones analyzed. 

The regions defined by the procedures described above were then manually integrated 
and corrected for apparent inconsistencies that may have arisen, for example, from miscalled 
bases in the original fragments or from discrepancies between predicted exon junctions, EST. 
locations and regions of sequence similarity, to derive the final sequence disclosed herein. 
When necessary, the process to identify and analyze SeqCalling assemblies and genomic 
clones was reiterated to derive the full length sequence (Alderborn et aL, Determination of 
Single Nucleotide Polymorphisms by Real-time Pyrophosphate DNA Sequencing. Genome 
Research. 10 (8) 1249-1265, 2000). 

Variants are reported individually but any combination of all or a select subset of 
variants are also included as contemplated NOVX embodiments of the invention. 

NOV5a has one SNP variant, whose variant positions for its nucleotide and amino acid 
sequences is numbered according to SEQ ID NOs:13 and 14 , respectively. The nucleotide 
sequence of the NOV5a variant differs as shown in Table SNP1 . 

Table SNP1. NOVSa variants. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376274 


143 


A 


T 


47 


Gin 


Leu 



NOV9a has eight SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:21 and 22 , respectively. The 
nucleotide sequence of the NOV9a variant differs as shown in Table SNP2. 



Table SNP2. NOV9a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376043 


230 


G 


T 


72 


Glu 


End 


13376044 


341 


G 


A 


109 


Gly 


Arg 


13376045 


441 


A 


C 


142 


Gin 


Pro 


13376046 


532 


C 


T 


172 


His 


His 


13376050 


1680 


T 


C 


555 


Leu 


Ser 


13376049 


1762 


G 


T 


582 


Leu 


Phe 


13376048 


1818 


C 


T 


601 


Ser 


Leu 


13376047 


1900 


A 


G 


628 


Thr 


Thr 



NOV 14a has five SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ED NOs:43 and 44 , respectively. The 
nucleotide sequence of the NOV 14a variant differs as shown in Table SNP3. 

Table SNP3. NOV14a variants. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376438 


1307 


T 


C 


431 


Val 


Ala 


13376437 


1571 


A 


G 


519 


His 


Arg 


13376436 


1625 


T 


C 


537 


Val 


Ala 


13376435 


1646 


T 


C 


544 


Val 


Ala 


13376434 


1667 


T 


C 


551 


lie 


Thr 



NOV15a has twelve SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:53 and 54 , respectively. The 
nucleotide sequence of the NOV 15a variant differs as shown in Table SNP4. 



Table SNP4. NOVlSa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13376083 


154 


A 


G 


45 


Pro 


Pro 


13376082 


194 


T 


C 


59 


Ser 


Pro 


13376081 


253 


G 


A 


78 


Arg 


Arg 


13376080 


280 


G 


A 


87 


Gin 


Gin 


13376079 


327 


C 


T 


103 


Ala 


Val 


13376078 


338 


C 


T 


107 


Pro 


Ser 


13376077 


366 


T 


C 


116 


lie 


Thr 


13376076 


502 


A 


G 


161 


Lys 


Lys 


13376069 


1069 


A 


G 


350 


Pro 


Pro 


13376072 


1137 


A 


G 


373 


Glu 


Gly 


13376071 


1264 


T 


C 


415 


Leu 


Leu 


13376070 


1367 


T 


C 


450 


Ser 


Pro 
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NOV 17a has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:61 and 62 , respectively. The 
nucleotide sequence of the NOV 17a variant differs as shown in Table SNP5. 



Table SNP5. NOV17a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377433 


175 


T 


C 


55 


His 


His 


13377432 


223 


C 


G 


71 


Pro 


Pro 


13377431 


538 


G 


A 


176 


Thr 


Thr 


13377430 


680 


T 


C 


224 


Phe 


Leu 



NOV 19a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:71 and 72 , respectively. The 
nucleotide sequence of the NOV19a variant differs as shown in Table SNP6. 



Table SNP6. NOV19a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377434 


1777 


T 


A 


586 


Thr 


Thr 



NOV21a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:75 and 76 , respectively. The 
nucleotide sequence of the NOV2 la variant differs as shown in Table SNP7. 



Table SNP7. NOV21a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377435 


7503 


T 


A 


2482 


Ala 


Ala 
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NOV38a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:123 and 124 , respectively. The 
nucleotide sequence of the NOV38a variant differs as shown in Table SNP8. 



Table SNP8. NOV38a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377439 


801 


G 


A 


232 


Ser 


Ser 


13377441 


1595 


C 


G 


497 


Pro 


Arg 



NOV39a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:125 and 126 , respectively. The 
nucleotide sequence of the NOV39a variant differs as shown in Table SNP9. 



Table SNP9. NOV39a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13375670 


183 


C 


G 


57 


His 


Gin 


13375669 


187 


C 


T 


59 


Leu 


Phe 


13377389 


1385 


A 


G 


458 


His 


Arg 



NOV46a has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:143 and 144 , respectively. The 
nucleotide sequence of the NOV46a variant differs as shown in Table SNP 10. 



Table SNP10. NOV46a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 
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13377442 


177 


T 


C 


27 


Val 


Ala 


13377443 


590 


A 


G 


165 


Thr 


Ala 


13377444 


799 


A 


G 


234 


Gin 


Gin 


13377445 


977 


T 


C . 


294 


Tyr 


His 



NOV49a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:151 and 152 , respectively. The 
nucleotide sequence of the NOV49a variant differs as shown in Table SNP1 1 . 



Table SNP11. NOV49a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377450 


119 


A 


G 


7 


Arg 


Gly 


13377448 


1556 


G 


A 


486 


Ala 


Thr 



NOVSOa has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:153 and 154 , respectively. The 
nucleotide sequence of the NOVSOa variant differs as shown in Table SNP 12. 



Table SNP12. NOVSOa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377451 


2371 


G 


A 


791 


Ala 


Thr 



NOV51a has five SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:155 and 156 , respectively. The 
nucleotide sequence of the NOV5 1 a variant differs as shown in Table SNP 13. 

Table SNP13. NOVSla variants. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13374492 


765 


G 


A 


243 


Ala 


Thr 


13374491 


924 


T 


C 


296 


Phev- 


Leu 


13377453 


1028 


C 


T 


330 


Pro 


Pro 


13377454 


1052 


A 


C 


338 


Ala 


Ala 


13377455 


1205 


C 


T 


389 


His 


His 



NOV52a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:157 and 158 , respectively. The 
nucleotide sequence of the NOV52a variant differs as shown in Table SNP 14. 



Table SNP14. NOV52a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377458 


221 


C 


T 


37 


Arg 


Trp 



NOV55a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:163 and 164 , respectively. The 
nucleotide sequence of the NOV55a variant differs as shown in Table SNP 15. 



Table SNP15. NOV55a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377462 


514 


C 


T 


165 


Arg 


Trp 


13377461 


993 


T 


C 


324 


Ser 


Ser 



NOV60a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:183 and 184 , respectively. The 
nucleotide sequence of the NOV55a variant differs as shown in Table SNP16. 
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Table SNP16. NOV60a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377463 


453 


T 


C 


111 


Gly 


Gly 



NOV65a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:195 and 196, respectively. The 
nucleotide sequence of the NOV65a variant differs as shown in Table SNP 17. 



Table SNP17. NOV65a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377464 


75 


C 


A 


25 


Gin 


Lys 



NOV68a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ED NOs:201 and 202, respectively. The 
nucleotide sequence of the NOV68a variant differs as shown in Table SNP 18. 



Table SNP18. NOV68a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377465 


438 


C 


G 


145 


Gly 


Gly 



NOV72a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:209 and 210, respectively. The 
nucleotide sequence of the NOV72a variant differs as shown in Table SNP 19. 

Table SNP19. NOV72a variants, 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377466 


839 


C 


T 


271 


Pro 


Ser 



NOV80a has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:225 and 226, respectively. The 
nucleotide sequence of the NOV80a variant differs as shown in Table SNP20. 



Table SNP20. NOV80a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377471 


166 


G 


T 


46 


Ala 


Ser 


13377470 


482 


C 


T 


151 


Ala 


Val 


13377469 


685 


A 


G 


219 


Thr 


Ala 


13377468 


1410 


G 


C 


460 


Glu 


Asp 



NOV81a has four SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:229 and 230, respectively. The 
nucleotide sequence of the NOV8 la variant differs as shown in Table SNP21. 



Table SNP21. NOV81a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377472 


285 


C 


T 


91 


His 


Tyr 


13377473 


553 


A 


G 


180 


His 


Arg 


13377474 


554 


C 


T 


180 


His 


His 


13377475 


2581 


A 


G 


856 


Gin 


Arg 
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NOV89a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:249 and 250, respectively. The 
nucleotide sequence of the NOV89a variant differs as shown in Table SNP22. 



Table SNP22. NOV89a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377477 


425 


A 


G 


119 


Met 


Val 


13377478 


1162 


C 


A 


364 


Val 


Val 



NOV94a has one SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:269 and 270, respectively. The 
nucleotide sequence of the NOV94a variant differs as shown in Table SNP23. 



Table SNP23. NOV94a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377479 


1005 


T 


C 


303 


Asp 


Asp 



NOV96a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:273 and 274, respectively. The 
nucleotide sequence of the NOV96a variant differs as shown in Table SNP24. 



Table SNP24. NOV96a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377480 


150 


A 


G 


45 


Lys 


Arg 


13377482 


2221 


A 


G 


735 


Ser 


Ser 
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NOV99a has one SNP variant, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:283 and 284, respectively. The 
nucleotide sequence of the NOV99a variant differs as shown in Table SNP25. 



Table SNP25. NOV99a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377485 


274 


T 


C 


78 


Thr 


Thr 



NOV 105a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:299 and 300, respectively. The 
nucleotide sequence of the NOV105a variant differs as shown in Table SNP26. 



Table SNP26. NOVlOSa variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377488 


453 


C 


T 


145 


He 


Ik 


13377487 


828 


T 


G 


270 


Thr 


Thr 


13377486 


924 


A 


G 


302 


Thr 


Thr 



NOV1 13a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:315 and 316, respectively. The 
nucleotide sequence of the NOV1 13a variant differs as shown in Table SNP27. 



Table SNP27. NOV113a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377490 


340 


G 


A 


100 


Ala 


Thr 


13377491 


659 


C 


T 


206 


Pro 


Leu 


13377492 


726 


C 


T 


228 


Arg 


Arg 


13377493 


915 


T 


C 


291 


Ala 


Ala 


13377494 


1058 


T 


C 


339 


He 


Thr 
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13377495 


1088 


T 


C 


349 


Leu 


Pro 



NOV1 14a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:319 and 320, respectively. The 
nucleotide sequence of the NOV1 14a variant differs as shown in Table SNP28. 

Table SNP28. NO VI 14a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13375633 


185 


T 


C 


54 


Val 


Ala 


13375632 


689 


A 


G 


222 


Gin 


Arg 



NOV1 16a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:325 and 326, respectively. The 
nucleotide sequence of the NOV1 16a variant differs as shown in Table SNP29. 



Table SNP29. NOV116a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13374815 


203 


A 


G 


63 


Thr 


Ala 


13374814 


384 


T 


C 


123 


Leu 


Pro 



NOV 1 17a has three SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:329 and 330, respectively. The 
nucleotide sequence of the NOV 1 17a variant differs as shown in Table SNP30. 
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Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377507 


453 


A 


G 


149 


Pro 


Pro 


13377506 


755 


A 


T 


250 


Glu 


Val 


13377505 


1128 


G 


A 


374 


Lys 


Lys 



NOV124ahas six SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs;343 and 344, respectively. The 
nucleotide sequence of the NOV 124a variant differs as shown in Table SNP31. 



Table SNP3L NOV124a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377511 


186 


C 


T 


39 


Ser 


Ser 


13377512 


372 


C 


T 


101 


Gly 


Gly 


13377513 


970 


G 


T 


301 


Asp 


Tyr 


13377514 


1051 


G 


A 


328 


Val 


Met 


13377515 


1266 


C 


T 


399 


He 


He 


13377516 


1304 


A 


G 


412 


Asp 


Gly 



NOV 126a has two SNP variants, whose variant positions for its nucleotide and amino 
acid sequences is numbered according to SEQ ID NOs:349 and 350, respectively. The 
nucleotide sequence of the NOV 126a variant differs as shown in Table SNP32. 



Table SNP32. NOV126a variants. 



Variant 


Nucleotides 


Amino Acids 


Position 


Initial 


Modified 


Position 


Initial 


Modified 


13377517 


747 


T 


C 


234 


Cys 


Cys 


13377518 


1879 


C 


T 


612 


Gin 


End 
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OTHER EMBODIMENTS 

Although particular embodiments have been disclosed herein in detail, this has been done by 
way of example for purposes of illustration only, and is not intended to be limiting with 
respect to the scope of the appended claims, which follow. In particular, it is contemplated by 
the inventors that various substitutions, alterations, and modifications may be made to the 
invention without departing from the spirit and scope of the invention as defined by the 
claims. The choice of nucleic acid starting material, clone of interest, or library type is 
believed to be a matter of routine for a person of ordinary skill in the art with knowledge of the 
embodiments described herein. Other aspects, advantages, and modifications considered to be 
within the scope of the following claims. The claims presented are representative of the 
inventions disclosed herein. Other, unclaimed inventions are also contemplated. Applicants 
reserve the right to pursue such inventions in later claims. 
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What is claimed is: 

1 . An isolated polypeptide comprising an amino acid sequence selected from the 
group consisting of: 

a) a mature form of the amino acid sequence selected from the group consisting of 
SEQ ID NO: 2n, wherein n is an integer between 1 and 178; 

b) a variant of a mature form of the amino acid sequence selected from the group 
consisting of SEQ ID NO: 2n, wherein n is an integer between 1 and 178, 
wherein any amino acid in the mature form is changed to a different amino 
acid, provided that no more than 15% of the amino acid residues in the 
sequence of the mature form are so changed; 

c) the amino acid sequence selected from the group consisting of SEQ ID NO: 2n, 
wherein n is an integer between 1 and 1 78; 

d) a variant of the amino acid sequence selected from the group consisting of SEQ 
ID NO: 2n, wherein n is an integer between 1 and 178 wherein any amino acid 
specified in the chosen sequence is changed to a different amino acid, provided 
that no more than 15% of the amino acid residues in the sequence are so 
changed; and 

e) a fragment of any of a) through d). 

2. The polypeptide of claim 1 that is a naturally occurring allelic variant of the sequence 
selected from the group consisting of SEQ ID NO: 2n, wherein n is an integer between 1 and 
178. 

3. The polypeptide of claim 2, wherein said allelic variant comprises an amino acid 
sequence that is the translation of a nucleic acid sequence differing by a single nucleotide from 
a nucleic acid sequence selected from the group consisting of SEQ ID NO: 2n, wherein n is an 
integer between 1 and 178. 

4. The polypeptide of claim 1 that is a variant polypeptide described therein, wherein any 
amino acid specified in the chosen sequence is changed to provide a conservative substitution. 

5. A method for determining the presence or amount of the polypeptide of claim I in a 
sample, the method comprising: 
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(a) providing said sample; 

(b) introducing said sample to an antibody that binds immunospecifically to the 
polypeptide; and 

(c) determining the presence or amount of antibody bound to said polypeptide, 
thereby determining the presence or amount of polypeptide in said sample. 

6. A method for determining the presence of or predisposition to a disease associated with 
altered levels of the polypeptide of claim 1 in a first mammalian subject, the method 
comprising: 

a) measuring the level of expression of the polypeptide in a sample from the first 
mammalian subject; and 

b) comparing the amount of said polypeptide in the sample of step (a) to the 
amount of the polypeptide present in a control sample from a second 
mammalian subject known not to have, or not to be predisposed to, said 
disease, 

wherein an alteration in the expression level of the polypeptide in the first subject as 
compared to the control sample indicates the presence of or predisposition to said disease. 

7. A method of identifying an agent that binds to the polypeptide of claim 1 , the method 
comprising: 

(a) introducing said polypeptide to said agent; and 

(b) determining whether said agent binds to said polypeptide. 

8. The method of claim 7 wherein the agent is a cellular receptor or a downstream 
effector. 

9. A method for identifying a potential therapeutic agent for use in treatment of a 
pathology, wherein the pathology is related to aberrant expression or aberrant physiological 
interactions of the polypeptide of claim 1, the method comprising: 

(a) providing a cell expressing the polypeptide of claim 1 and having a property 
or function ascribable to the polypeptide; 

(b) contacting the cell with a composition comprising a candidate substance; 
and 
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(c) determining whether the substance alters the property or function ascribable 

to the polypeptide; 

whereby, if an alteration observed in the presence of the substance is not observed 
when the cell is contacted with a composition devoid of the substance, the substance is 
identified as a potential therapeutic agent. 



10. A method for screening for a modulator of activity or of latency or predisposition to a 
pathology associated with the polypeptide of claim 1, said method comprising: 

a) administering a test compound to a test animal at increased risk for a pathology 
associated with the polypeptide of claim 1, wherein said test animal 
recombinantly expresses the polypeptide of claim 1 ; 

b) measuring the activity of said polypeptide in said test animal after 
administering the compound of step (a); and 

c) comparing the activity of said protein in said test animal with the activity of 
said polypeptide in a control animal not administered said polypeptide, wherein 
a change in the activity of said polypeptide in said test animal relative to said 
control animal indicates the test compound is a modulator of latency of, or 
predisposition to, a pathology associated with the polypeptide of claim 1. 

11. The method of claim 10, wherein said test animal is a recombinant test animal that 
expresses a 

test protein transgene or expresses said transgene under the control of a promoter at an 
increased level relative to a wild-type test animal, and wherein said promoter is not the native 
gene promoter of said transgene. 

12. A method for modulating the activity of the polypeptide of claim 1, the method 
comprising introducing a cell sample expressing the polypeptide of said claim with a 
compound that binds to said polypeptide in an amount sufficient to modulate the activity of the 
polypeptide. 

13. An isolated nucleic acid molecule comprising a nucleic acid sequence encoding a 
polypeptide comprising an amino acid sequence selected from the group consisting of: 

a) a mature form of the amino acid sequence given SEQ JD NO: 2n, wherein n is 
an integer between 1 and 178; 
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b) a variant of a mature form of the amino acid sequence selected from the group 
consisting of SEQ ID NO: 2n, wherein n is an integer between 1 and 178 
wherein any amino acid in the mature form of the chosen sequence is changed 
to a different amino acid, provided that no more than 15% of the amino acid 
residues in the sequence of the mature form are so changed; 

c) the amino acid sequence selected from the group consisting of SEQ ID NO: 2n, 
wherein n is an integer between 1 and 178; 

d) a variant of the amino acid sequence selected from the group consisting of SEQ 
ID NO: 2n, wherein n is an integer between 1 and 178, in which any amino acid 
specified in the chosen sequence is changed to a different amino acid, provided 
that no more than 15% of the amino acid residues in the sequence are so 
changed; 

e) a nucleic acid fragment encoding at least a portion of a polypeptide comprising 
the amino acid sequence selected from the group consisting of SEQ ID NO: 2n, 
wherein n is an integer between 1 and 178 or any variant of said polypeptide 
wherein any amino acid of the chosen sequence is changed to a different amino 
acid, provided that no more than 10% of the amino acid residues in the 
sequence are so changed; and 

0 the complement of any of said nucleic acid molecules. 

14. The nucleic acid molecule of claim 13, wherein the nucleic acid molecule comprises 
the nucleotide sequence of a naturally occurring allelic nucleic acid variant. 

15. The nucleic acid molecule of claim 13 that encodes a variant polypeptide, wherein the 
variant polypeptide has the polypeptide sequence of a naturally occurring polypeptide variant. 

16. The nucleic acid molecule of claim 13, wherein the nucleic acid molecule differs by a 
single nucleotide from a nucleic acid sequence selected from the group consisting of SEQ ID 
NO: 2n-l, wherein n is an integer between 1 and 178. 

17. The nucleic acid molecule of claim 13, wherein said nucleic acid molecule comprises a 
nucleotide sequence selected from the group consisting of 

a) the nucleotide sequence selected from the group consisting of SEQ ID NO: 2n- 
1, wherein n is an integer between 1 and 178; 

1097 



WO 02/072757 PCT/US02/06908 

b) a nucleotide sequence wherein one or more nucleotides in the nucleotide 
sequence selected from the group consisting of SEQ ID NO: 2n-l, wherein n is an integer 
between 1 and 1 78 is changed from that selected from the group consisting of the chosen 
sequence to a different nucleotide provided that no more than 15% of the nucleotides are so 
changed; 

c) a nucleic acid fragment of the sequence selected from the group consisting of 
SEQ ID NO: 2n-l, wherein n is an integer between 1 and 178; and 

d) a nucleic acid fragment wherein one or more nucleotides in the nucleotide 
sequence selected from the group consisting of SEQ ID NO: 2n-l, wherein n is an integer 
between 1 and 178 is changed from that selected from the group consisting of the chosen 
sequence to a different nucleotide provided that no more than 15% of the nucleotides are so 
changed. 

18. The nucleic acid molecule of claim 13, wherein said nucleic acid molecule hybridizes 
under stringent conditions to the nucleotide sequence selected from the group consisting of 
SEQ ID NO: 2n-l, wherein n is an integer between 1 and 178, or a complement of said 
nucleotide sequence. 

19. The nucleic acid molecule of claim 13, wherein the sequence is changed such that no 
more than 15% of the nucleotides in the coding sequence differ from the nucleotide sequence 
selected from the group consisting of SEQ ID NO: 2n-l, wherein n is an integer between 1 
and 178 or a fragment thereof. 

20. A vector comprising the nucleic acid molecule of claim 19. 

21 . The vector of claim 20, further comprising a promoter operably linked to said nucleic 
acid molecule. 

22. A cell comprising the vector of claim 20. 

23. A method for determining the presence or amount of the nucleic acid molecule of 
claim 13 in a sample, the method comprising: 

(a) providing said sample; 

(b) introducing said sample to a probe that binds to said nucleic acid molecule; and 
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(c) determining the presence or amount of said probe bound to said nucleic acid 
molecule, 

thereby determining the presence or amount of the nucleic acid molecule in said 
sample. 

24. The method of claim 23 wherein presence or amount of the nucleic acid molecule is 
used as a marker for cell or tissue type. 

25. The method of claim 24 wherein the cell or tissue type is cancerous. 

26. A method for determining the presence of or predisposition to a disease associated with 
altered levels of the nucleic acid molecule of claim 13 in a first mammalian subject, the 
method comprising: 

a) measuring the amount of the nucleic acid in a sample from the first mammalian 
subject; and v 

b) comparing the amount of said nucleic acid in the sample of step (a) to the 
amount of the nucleic acid present in a control sample from a second 
mammalian subject known not to have or not be predisposed to, the disease; 

wherein an alteration in the level of the nucleic acid in the first subject as compared to 
the control sample indicates the presence of or predisposition to the disease. 
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